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<210> 1 

<211> 3330 

<212> DNA 

<213> Homo sapiens 

<220> 

<22 3> Human IPM 150 cDNA, isoform A 
<400> 1 

taaaccaaga aggttatcct 
tgttactttt taatgagatt 
aaaagccaga atgtatttgg 
agttcaagga accaaagata 
caatccccca agaaatgaaa 
gagacgaata ttcgatttgg 
ggttaaagtc tgtccacagg 
tagattgaga gtgtgtcagg 
ccctgacaca ggggaatatc 
ctttgacatt ggaaaaaact 
aataaaacag agaagtttcc 
agagcctggt gaaaccattg 
attctaagaa aaccctcaga 
ttccctctca ctcctgatga 
accaagatgc ctacaacaga 
gagctcagcg tctctctggt 
ccatattacc aggagctagc 
cttccaggat tcaaaaaaat 
tcaagctcca cagagatgca 
agccctgcaa gtgacctcct 
catggaacca tggaggagga 
aggctgatca gcaaagcact 
actgatgaaa ttgctggatc 
acatcttttg ctgttataac 
ccccagcttg agacagtgga 
cctgctatgg cctctacctc 
ttctctctga ctgatcaagg 
ccagggctca ccatccccac 
tcacatccac ctgcatcttc 



caatcatctg gtatcaatat ataattattt ttcacatttc 60 
tgaggttgtt ctgtgattgt tatcagaatt accaatgcac 120 
aaactagaag agctattttt gttttttgga tttttctcca 180 
tctccattaa catataccat tctgaaacta aagacataga 240 
caactgaaag tactgaaaaa atgtacaaaa tgtcaactat 300 
caaagcatcg aacaaaaaga tccgcatttt tcccaacggg 360 
aatccatgaa acagatttta gacagtcttc aagcttatta 420 
aagcagtatg ggaagcatat cggatctttc tggatcgcat 480 
aggactgggt cagcatctgc cagcaggaga ccttctgcct 54 0 
tcagcaattc ccaggagcac ctggatcttc tccagcagag 600 
ctgacagaaa agatgaaata tctgcagaga agacattggg 660 
tcatttcaac agcaatctac atttcaaaga cttgggcagt 720 
agagcaaatt caagatgttg ccaacgtctc acttgggcct 780 
caccctcctc aatgaaattc tcgataatac actcaacgac 840 
aagagaaaca gaattcgctg tgttggagga gcagagggtg 90 0 
aaaccagaag ttcaaggcag agctcgctga ctcccagtcc 960 
aggaaagtcc caacttcaga tgcaaaagat atttaagaaa 1020 
ccatgtgtta ggatttagac caaagaaaga aaaagatggc 1080 
acttacggcc atctttaaga gacacagtgc agaagcaaaa 1140 
gtcttttgat tccaacaaaa ttgaaagtga ggaagtctat 1200 
caagcaacca gaaatctatc tcacagctac agacctcaaa 1260 
agaggaagaa caatctttgg atgtggggac aattcagttc 13 2 0 
actgccagcc tttggtcctg acacccaatc agagctgccc 13 80 
agaggatgct actttgagtc cagaacttcc tcctgttgaa 144 0 
cggagcagag catggtctac ctgacacttc ttggtctcca 15 0 0 
cctgtcagaa gctccacctt tctttatggc atcaagcatc 1560 
caccacagat acaatggcca ctgaccagac aatgctagta 1620 
cagtgattat tctgcaatca gccaactggc tctgggaatt 1680 
agatgacagc cgatcaagtg caggtggcga agatatggtc 174 0 



agacacctag atgaaatgga tctgtctgac actcctgccc catctgaggt accagagctc 1800 
agcgaatatg tttctgtccc agatcatttc ttggaggata ccactcctgt ctcagcttta 1860 
cagtatatca ccactagttc tatgaccatt gcccccaagg gccgagagct ggtagtgttc 1920 
ttcagtctgc gtgttgctaa catggccttc tccaacgacc tgttcaacaa gagctctctg 1980 
gagtaccgag ctctggagca acaattcaca cagctgctgg ttccatatct acgatccaat 2 04 0 
cttacaggat ttaagcaact tgaaatactt aacttcagaa acgggagtgt gattgtgaat 2100 
agcaaaatga agtttgctaa gtctgtgccg tataacctca ccaaggctgt gcacggggtc 2160 
ttggaggatt ttcgttctgc tgcagcccaa caactccatc tggaaataga cagctactct 2220 
ctcaacattg aaccagctga tcaagcagat ccctgcaagt tcctggcctg cggcgaattt 22 80 
gcccaatgtg taaagaacga acggactgag gaagcggagt gtcgctgcaa accaggatat 23 4 0 
gacagccagg ggagcctgga cggtctggaa ccaggcctct gtggccctgg cacaaaggaa 2400 
tgcgaggtcc tccagggaaa gggagctcca tgcaggttgc cagatcactc tgaaaatcaa 24 60 
gcatacaaaa ctagtgttaa aaagttccaa aatcaacaaa ataacaaggt aatcagtaaa 2 52 0 
agaaattctg aattactgac cgtagaatat gaagaattta accatcaaga ttgggaagga 25 8 0 
aattaaaaac tgaaaatgta caattatcac ttaggctatc tcaagagaga tgatttgcct 2640 
tctcaaggaa aatggagaca ggcatattca tgggtcatca aaatccagac atacagtcaa 2700 
cactgagaat cagcacacac catatttcaa atatagaaga gtcatgtact tggcaaccag 2 760 
taaattctga aaaaaaagac acttacttat tattaaaacc ccaaatgcaa tcagcgaaac 2820 
atatttttac tattcttgga tgatagtcaa aatgatcata agccaggttt gcttccacct 2880 
tccctgaaaa ttttactcac agatcatttg caacaagcat agcttactta ttgtttaggg 2940 
actgaacaat ttattgggaa gcaaactctt tatatgctag aaagtacatt taaaagatga 3000 
ctacttacgc agggagatgc aggtctctct aaacgcatga atgtatgtag tgtgtaggca 3 060 
ctgtagtgag tgtatatatg ctccacacta cgtctgataa acacaaacct cagtattcag 3120 
ttattaggca cactagtttt atacgcaact actgcttaca tagtagactg ttttgttgcc 3180 
aataatcttt gaattgttct ttaaaagaaa ctgaggttca gatacacata ccatggaaaa 3240 
atcttacttt tcttgttact acacaaagct attttaaaga agatgctatg ttgggagaag 3300 
ggcgaagttg tactatatga cataatcaat 3330 



<210> 2 
<211> 797 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> Human IPM 150 amino acid sequence, isoform A 
<400> 2 

Met Tyr Leu Glu Thr Arg Arg Ala He Phe Val Phe Trp He Phe Leu 
1 * 5 10 15 

Gin Val Gin Gly Thr Lys Asp He Ser He Asn He Tyr His Ser Glu 
20 25 30 

Thr Lys Asp He Asp Asn Pro Pro Arg Asn Glu Thr Thr Glu Ser Thr 
35 40 45 

Glu Lys Met Tyr Lys Met Ser Thr Met Arg Arg He Phe Asp Leu Ala 
50 55 60 

Lys His Arg Thr Lys Arg Ser Ala Phe Phe Pro Thr Gly Val Lys Val 
65 70 75 80 

Cys Pro Gin Glu Ser Met Lys Gin He Leu Asp Ser Leu Gin Ala Tyr 
85 90 95 

Tyr Arg Leu Arg Val Cys Gin Glu Ala Val Trp Glu Ala Tyr Arg He 
100 105 110 



Phe Leu Asp Arg He Pro Asp Thr Gly Glu Tyr Gin Asp Trp Val Ser 
115 120 125 




lie Cys Gin Gin Glu Thr Phe Cys Leu Phe Asp He Gly Lys Asn Phe 
130 135 140 

Ser Asn Ser Gin Glu His Leu Asp Leu Leu Gin Gin Arg He Lys Gin 
145 150 155 160 

Arg Ser Phe Pro Asp Arg Lys Asp Glu He Ser Ala Glu Lys Thr Leu 
165 170 175 

Gly Glu Pro Gly Glu Thr He Val He Ser Thr Asp Val Ala Asn Val 
180 185 190 

Ser Leu Gly Pro Phe Pro Leu Thr Pro Asp Asp Thr Leu Leu Asn Glu 
195 200 205 

He Leu Asp Asn Thr Leu Asn Asp Thr Lys Met Pro Thr Thr Glu Arg 
210 215 220 

Glu Thr Glu Phe Ala Val Leu Glu Glu Gin Arg Val Glu Leu Ser Val 
225 230 235 240 

Ser Leu Val Asn Gin Lys Phe Lys Ala Glu Leu Ala Asp Ser Gin Ser 
245 250 255 

Pro Tyr Tyr Gin Glu Leu Ala Gly Lys Ser Gin Leu Gin Met Gin Lys 
260 265 270 

He Phe Lys Lys Leu Pro Gly Phe Lys Lys He His Val Leu Gly Phe 
275 280 285 

Arg Pro Lys Lys Glu Lys Asp Gly Ser Ser Ser Thr Glu Met Gin Leu 
290 295 300 

Thr Ala He Phe Lys Arg His Ser Ala Glu Ala Lys Ser Pro Ala Ser 
305 310 315 320 

Asp Leu Leu Ser Phe Asp Ser Asn Lys lie Glu Ser Glu Glu Val Tyr 
325 330 335 

His Gly Thr Met Glu Glu Asp Lys Gin Pro Glu He Tyr Leu Thr Ala 
340 345 350 

Thr Asp Leu Lys Arg Leu He Ser Lys Ala Leu Glu Glu Glu Gin Ser 
355 360 365 

Leu Asp Val Gly Thr He Gin Phe Thr Asp Glu He Ala Gly Ser Leu 
370 375 380 

Pro Ala Phe Gly Pro Asp Thr Gin Ser Glu Leu Pro Thr Ser Phe Ala 
385 390 395 400 

Val He Thr Glu Asp Ala Thr Leu Ser Pro Glu Leu Pro Pro Val Glu 
405 410 415 

Pro Gin Leu Glu Thr Val Asp Gly Ala Glu His Gly Leu Pro Asp Thr 
420 425 430 



Ser Trp Ser Pro Pro Ala Met Ala Ser Thr Ser Leu Ser Glu Ala Pro 
435 440 445 



Pro Phe Phe Met Ala Ser Ser lie Phe Ser Leu Thr Asp Gin Gly Thr 
450 455 460 



Thr Asp Thr Met Ala Thr Asp Gin Thr Met Leu Val Pro Gly Leu Thr 
465 470 475 480 

lie Pro Thr Ser Asp Tyr Ser Ala lie Ser Gin Leu Ala Leu Gly lie 
485 490 495 

Ser His Pro Pro Ala Ser Ser Asp Asp Ser Arg Ser Ser Ala Gly Gly 
500 505 510 

Glu Asp Met Val Arg His Leu Asp Glu Met Asp Leu Ser Asp Thr Pro 
515 520 525 

Ala Pro Ser Glu Val Pro Glu Leu Ser Glu Tyr Val Ser Val Pro Asp 
530 535 540 

His Phe Leu Glu Asp Thr Thr Pro Val Ser Ala Leu Gin Tyr lie Thr 
545 550 555 560 

Thr Ser Ser Met Thr lie Ala Pro Lys Gly Arg Glu Leu Val Val Phe 
565 570 575 

Phe Ser Leu Arg Val Ala Asn Met Ala Phe Ser Asn Asp Leu Phe Asn 
580 585 590 

Lys Ser Ser Leu Glu Tyr Arg Ala Leu Glu Gin Gin Phe Thr Gin Leu 
595 600 605 

Leu Val Pro Tyr Leu Arg Ser Asn Leu Thr Gly Phe Lys Gin Leu Glu 
610 615 620 

lie Leu Asn Phe Arg Asn Gly Ser Val lie Val Asn Ser Lys Met Lys 
625 630 635 640 

Phe Ala Lys Ser Val Pro Tyr Asn Leu Thr Lys Ala Val His Gly Val 
645 650 655 

Leu Glu Asp Phe Arg Ser Ala Ala Ala Gin Gin Leu His Leu Glu lie 
660 665 670 

Asp Ser Tyr Ser Leu Asn lie Glu Pro Ala Asp Gin Ala Asp Pro Cys 
675 680 685 

Lys Phe Leu Ala Cys Gly Glu Phe Ala Gin Cys Val Lys Asn Glu Arg 
690 695 700 

Thr Glu Glu Ala Glu Cys Arg Cys Lys Pro Gly Tyr Asp Ser Gin Gly 
705 710 715 720 

Ser Leu Asp Gly Leu Glu Pro Gly Leu Cys Gly Pro Gly Thr Lys Glu 
725 730 735 

Cys Glu Val Leu Gin Gly Lys Gly Ala Pro Cys Arg Leu Pro Asp His 
740 745 750 



Ser Glu Asn Gin Ala Tyr Lys Thr Ser Val Lys Lys Phe Gin Asn Gin 
755 760 765 



Gin Asn Asn Lys Val He Ser Lys Arg Asn Ser Glu Leu Leu Thr Val 
770 775 780 



Glu Tyr Glu Glu Phe Asn His Gin Asp Trp Glu Gly Asn 
785 790 795 



<210> 3 

<211> 2887 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> Human IPM 150 cDNA sequence, isoform B 
<400> 3 

gggagctatt tttgtttttt ggatttttct ccaagttcaa ggaaccaaag tgtgtcagga 60 
agcagtatgg gaagcatatc ggatctttct ggatcgcatc cctgacacag gggaatatca 120 
ggactgggtc agcatctgcc agcaggagac cttctgcctc tttgacattg gaaaaaactt 180 
cagcaattcc caggagcacc tggatcttct ccagcagaga ataaaacaga gaagtttccc 240 
tgacagaaaa gatgaaatat ctgcagagaa gacattggga gagcctggtg aaaccattgt 3 00 
catttcaaca gatgttgcca acgtctcact tgggcctttc cctctcactc ctgatgacac 360 
cctcctcaat gaaattctcg ataatacact caacgacacc aagatgccta caacagaaag 420 
agaaacagaa ttcgctgtgt tggaggagca gagggtggag ctcagcgtct ctctggtaaa 480 
ccagaagttc aaggcagagc tcgctgactc ccagtcccca tattaccagg agctagcagg 54 0 
aaagtcccaa cttcagatgc aaaagatatt taagaaactt ccaggattca aaaaaatcca 600 
tgtgttagga tttagaccaa agaaagaaaa agatggctca agctccacag agatgcaact 660 
tacggccatc tttaagagac acagtgcaga agcaaaaagc cctgcaagtg acctcctgtc 720 
ttttgattcc aacaaaattg aaagtgagga agtctatcat ggaaccatgg aggaggacaa 780 
gcaaccagaa atctatctca cagctacaga cctcaaaagg ctgatcagca aagcactaga 84 0 
ggaagaacaa tctttggatg tggggacaat tcagttcact gatgaaattg ctggatcact 900 
gccagccttt ggtcctgaca cccaatcaga gctgcccaca tcttttgctg ttataacaga 960 
ggatgctact ttgagtccag aacttcctcc tgttgaaccc cagcttgaga cagtggacgg 102 0 
agcagagcat ggtctacctg acacttcttg gtctccacct gctatggcct ctacctccct 1080 
gtcagaagct ccacctttct ttatggcatc aagcatcttc tctctgactg atcaaggcac 1140 
cacagataca atggccactg accagacaat gctagtacca gggctcacca tccccaccag 12 00 
tgattattct gcaatcagcc aactggctct gggaatttca catccacctg catcttcaga 1260 
tgacagccga tcaagtgcag gtggcgaaga tatggtcaga cacctagatg aaatggatct 132 0 
gtctgacact cctgccccat ctgaggtacc agggctcagc gaatacgttt ctgtcccaga 13 80 
tcatttcttg gaggatacca ctcctgtctc agctttacag tatatcacca ctagttctat 1440 
gaccattgcc cccaagggcc gagagctggt agtgttcttc agtctgcgtg ttgctaacat 1500 
ggccttctcc aacgacctgt tcaacaagag ctctctggag taccgagctc tggagcaaca 15 6 0 
attcacacag ctgctggttc catatctacg atccaatctt acaggattta agcaacttga 162 0 
aatacttaac ttcagaaacg ggagtgtgat tgtgaatagc aaaatgaagt ttgctaagtc 1680 
tgtgccgtat aacctcacca aggctgtgca cggggtcttg gaggattttc gttctgctgc 174 0 
agcccaacaa ctccatctgg aaatagacag ctactctctc aacattgaac cagctgatca 1800 
agcagatccc tgcaagttcc tggcctgcgg cgaatttgcc caatgtgtaa agaacgaacg 18 60 
gactgaggaa gcggagtgtc gctgcaaacc aggatatgac agccagggga gcctggacgg 192 0 
tctggaacca ggcctctgtg gccctggcac aaaggaatgc gaggtcctcc agggaaaggg 1980 
agctccatgc aggttgccag atcactctga aaatcaagca tacaaaacta gtgttaaaaa 2040 
gttccaaaat caacaaaata acaaggtaat cagtaaaaga aattctgaat tactgaccgt 2100 
agaatatgaa gaatttaacc atcaagattg ggaaggaaat taaaaactga aaatgtacaa 2160 
ttatcactta ggctatctca agagagatga tttgccttct caaggaaaat ggagacaggc 2220 
atattcatgg gtcatcaaaa tccagacata cagtcaacac tgagaatcag cacacaccat 2280 
atttcaaata tagaagagtc atgtacttgg caaccagtaa attctgaaaa aaaagacact 2 340 
tacttattat taaaacccca aatgcaatca gcgaaacata tttttactat tcttggatga 2400 
tagtcaaaat gatcataagc caggtttgct tccaccttcc ctgaaaattt tactcacaga 2460 
tcatttgcaa caagcatagc ttacttattg tttagggact gaacaattta ttgggaagca 2 52 0 
aactctttat atgctagaaa gtacatttaa aagatgacta cttacgcagg gagatgcagg 2580 
tctctctaaa cgcatgaatg tatgtagtgt gtaggcactg tagtgagtgt atatatgctc 2640 
cacactacgt ctgataaaca caaacctcag tattcagtta ttaggcacac tagttttata 2700 



cgcaactact gcttacatag tagactgttt 
aaagaaactg aggttcagat acacatacca 
caaagctatt ttaaagaaga tgctatgttg 
aatcaat 



tgttgccaat aatctttgaa ttgttcttta 2760 
tggaaaaatc ttacttttct tgttactaca 2820 
ggagaagggc gaagttgtac tatatgacat 2880 

2887 



<210> 4 

<211> 719 

<212> PRT 

<213> Homo sapiens 

<220> 

<2 23> Human IPM 15 0 amino acid sequence, isoform B 
<400> 4 

Met Tyr Leu Glu Thr Arg Arg Ala lie Phe Val Phe Trp lie Phe Leu 
15 10 15 

Gin Val Gin Gly Thr Lys Val Cys Gin Glu Ala Val Trp Glu Ala Tyr 
20 25 30 

Arg lie Phe Leu Asp Arg lie Pro Asp Thr Gly Glu Tyr Gin Asp Trp 
35 40 45 

Val Ser lie Cys Gin Gin Glu Thr Phe Cys Leu Phe Asp lie Gly Lys 
50 55 60 

Asn Phe Ser Asn Ser Gin Glu His Leu Asp Leu Leu Gin Gin Arg lie 
65 70 75 80 

Lys Gin Arg' Ser Phe Pro Asp Arg Lys Asp Glu lie Ser Ala Glu Lys 
85 90 95 

Thr Leu Gly Glu Pro Gly Glu Thr He Val He Ser Thr Asp Val Ala 
100 105 110 

Asn Val Ser Leu Gly Pro Phe Pro Leu Thr Pro Asp Asp Thr Leu Leu 
115 120 125 

Asn Glu He Leu Asp Asn Thr Leu Asn Asp Thr Lys Met Pro Thr Thr 
130 135 140 

Glu Arg Glu Thr Glu Phe Ala Val Leu Glu Glu Gin Arg Val Glu Leu 
145 150 155 160 

Ser Val Ser Leu Val Asn Gin Lys Phe Lys Ala Glu Leu Ala Asp Ser 
165 170 175 

Gin Ser Pro Tyr Tyr Gin Glu Leu Ala Gly Lys Ser Gin Leu Gin Met 
180 185 190 

Gin Lys He Phe Lys Lys Leu Pro Gly Phe Lys Lys He His Val Leu 
195 200 205 

Gly Phe Arg Pro Lys Lys Glu Lys Asp Gly Ser Ser Ser Thr Glu Met 
210 215 220 



Gin Leu Thr Ala He Phe Lys Arg His Ser Ala Glu Ala Lys Ser Pro 
225 230 235 240 



Ala Ser Asp Leu Leu Ser Phe Asp Ser Asn Lys lie Glu Ser Glu Glu 
245 250 255 



Val Tyr His Gly Thr Met Glu Glu Asp Lys Gin Pro Glu lie Tyr Leu 
260 265 270 

Thr Ala Thr Asp Leu Lys Arg Leu lie Ser Lys Ala Leu Glu Glu Glu 
275 280 285 

Gin Ser Leu Asp Val Gly Thr He Gin Phe Thr Asp Glu He Ala Gly 
290 295 300 

Ser Leu Pro Ala Phe Gly Pro Asp Thr Gin Ser Glu Leu Pro Thr Ser 
305 310 315 320 

Phe Ala Val He Thr Glu Asp Ala Thr Leu Ser Pro Glu Leu Pro Pro 
325 330 335 

Val Glu Pro Gin Leu Glu Thr Val Asp Gly Ala Glu His Gly Leu Pro 
340 345 350 

Asp Thr Ser Trp Ser Pro Pro Ala Met Ala Ser Thr Ser Leu Ser Glu 
355 360 365 

Ala Pro Pro Phe Phe Met Ala Ser Ser He Phe Ser Leu Thr Asp Gin 
370 375 380 

Gly Thr Thr Asp Thr Met Ala Thr Asp Gin Thr Met Leu Val Pro Gly 
385 390 395 400 

Leu Thr He Pro Thr Ser Asp Tyr Ser Ala He Ser Gin Leu Ala Leu 
405 410 415 

Gly He Ser His Pro Pro Ala Ser Ser Asp Asp Ser Arg Ser Ser Ala 
420 425 430 

Gly Gly Glu Asp Met Val Arg His Leu Asp Glu Met Asp Leu Ser Asp 
435 440 445 

Thr Pro Ala Pro Ser Glu Val Pro Gly Leu Ser Glu Tyr Val Ser Val 
450 455 460 

Pro Asp His Phe Leu Glu Asp Thr Thr Pro Val Ser Ala Leu Gin Tyr 
465 470 475 480 

He Thr Thr Ser Ser Met Thr He Ala Pro Lys Gly Arg Glu Leu Val 
485 490 495 

Val Phe Phe Ser Leu Arg Val Ala Asn Met Ala Phe Ser Asn Asp Leu 
500 505 510 

Phe Asn Lys Ser Ser Leu Glu Tyr Arg Ala Leu Glu Gin Gin Phe Thr 
515 520 525 

Gin Leu Leu Val Pro Tyr Leu Arg Ser Asn Leu Thr Gly Phe Lys Gin 
530 535 540 



Leu Glu He Leu Asn Phe Arg Asn Gly Ser Val He Val Asn Ser Lys 
545 550 555 560 



Met Lys Phe Ala Lys Ser Val Pro Tyr Asn Leu Thr Lys Ala Val His 
565 570 575 



Gly Val Leu Glu Asp Phe Arg Ser Ala Ala Ala Gin Gin Leu His Leu 
580 585 590 

Glu lie Asp Ser Tyr Ser Leu Asn lie Glu Pro Ala Asp Gin Ala Asp 
595 600 605 

Pro Cys Lys Phe Leu Ala Cys Gly Glu Phe Ala Gin Cys Val Lys Asn 
610 615 620 

Glu Arg Thr Glu Glu Ala Glu Cys Arg Cys Lys Pro Gly Tyr Asp Ser 
625 630 635 640 

Gin Gly Ser Leu Asp Gly Leu Glu Pro Gly Leu Cys Gly Pro Gly Thr 
645 650 655 

Lys Glu Cys Glu Val Leu Gin Gly Lys Gly Ala Pro Cys Arg Leu Pro 
660 665 670 

Asp His Ser Glu Asn Gin Ala Tyr Lys Thr Ser Val Lys Lys Phe Gin 
675 680 685 

Asn Gin Gin Asn Asn Lys Val lie Ser Lys Arg Asn Ser Glu Leu Leu 
690 695 700 

Thr Val Glu Tyr Glu Glu Phe Asn His Gin Asp Trp Glu Gly Asn 
705 710 715 



<210> 5 

<211> 2244 

<212> DNA 

<213> Homo sapiens 

<220> 

<22 3> Human IPM 150 cDNA sequence,' isoform C 
<220> 

<221> misc_f eature 

<222> (1) . . (2244) 

<223> n is a, c, g, or t. 

<400> 5 

aaattaacac cctcataaag gtaaaccaag aaggttatcc tcaatcatct ggtatcaata 60 
tataattatt tttcacattt ctgttacttt ttaatgagat ttgaggttgt ctgtgattgt 120 
tatcagaatt accaatgcac aaaagccaga atgtatttgg aaactagaag agctattttt 180 
gttttttgga tttttctcca agttcaagga accaaagata tctccattaa catataccat 240 
tctgaaacta aagacataga caatncccca agaaatgaaa caactgaaag tactgaaaaa 300 
atgtacaaaa tgtcaactat gagacgaata ttcgatttgg caaagnatcg aacaaaaaga 360 
tccgcatttt tcccaacggg ggttaaagtc tgtccacagg aatccatgaa acagatttta 420 
gacagtcttc aagcttatta tagattgaga gtgtgtcagg aagcagcatg ggaagcatat 4 80 
cggatctttc tggatcgcat ccctgacaca ggggaatatc aggactgggt cagcatctgc 540 
cagcaggaga ccttctgcct ctttgacatt ggaaaaaact tcagcaattc ccaggagcac 600 
ctggatcttc tccagcagag aataaaacag agaagtttcc ctgacagaaa agatgaaata 660 
tctgcagaga agacattggg agagcctggt gaaaccattg tcatttcaac agcaatctac 72 0 
atttcaaaga cttgggcagt attctaagaa aaccctcaga agagcaaatt caagatgttg 780 
ccaacgtctc acttgggcct ttccctctca ctcctgatga caccctcctc aatggaattc 840 
tcgataatac actcaacgac accaagatgc ctacaacaga aagagaaaca gaattcgctg 900 
tgttggagga gcagagggtg gagctcagcg tctctctggt aaaccagaag ttcaaggcag 960 



agctcgctga ctcccagtcc ccatattacc 
tgcaaaagat atttaagaaa cttccaggat 
caaagaaaga aaaagatggc tcaagctcca 
gacacagtgc agaagcaaaa agccctgcaa 
ttgaaagtga ggaagtctat catggaacca 
tcacagctac agacctcaaa aggctgatca 
atgtggggac aattcagttc actgatgaaa 
acacccaatc agagctgccc acatcttttg 
cagaacttcc tcctgttgaa ccccagcttg 
ctgacacttc ttggtctcca cctgctatgg 
ctttatggca tcaagcatct tctctctgac 
tgaccagaca atgctagtac cagggctcac 
ccaactggct ctgggaattt cacatccacc 
aggtggcgaa ggtatggaca gagacctaga 
atctgaggta ccagagctca gcgaatatgt 
cactcctgtc tcagctttac agtatatcac 
ccgagagctg gtagtgttct tcagtctgcg 
gttcaacaag agctatttgg agtaccgagc 
tccatatcta cgatccaatc ttacaggatt 
cgggagtgtg attgtgaata gcaaaatgaa 
caaggctgtg cacggggtct tggaggattt 
ggaaatagac agctactctc tccc 



aggagctagc aggaaagtcc caacttcaga 102 0 
tcaaaaaaat ccatgtgtta ggatttagac 1080 
cagagatgca acttacggcc atctttaaga 1140 
gtgacctcct gtcttttgat tccaacaaaa 1200 
tggaggagga caagcaacca gaaatctatc 1260 
gcaaagcact agaggaagaa caatctttgg 132 0 
ttgctggatc actgccagcc tttggtcctg 13 80 
ctgttataac agaggatgct actttgagtc 1440 
agacagtgga cggagcagag catggtctac 1500 
ccctacctcc ctgtcagaag ctccaccttt 1560 
tgatcaaggc accacagata caatggccac 1620 
catccccacc agtgattatt ctgcaatcag 1680 
tgcatcttca gatgacagcc gatcaagtgc 1740 
tgaaatggat ctgtctgaca ctcctgcccc 1800 
ttctgtccca gatcatttct tggaggatac 1860 
cactagttct atgaccattg cccccaaggg 1920 
tgttgctaac atggccttct ccaacgacct 1980 
tctggagcaa caattcacac agctgctggt 2 04 0 
taagcaactt gaaatactta acttcagaaa 2100 
gtttgctaag tcagtgccgt ataacctcac 2160 
tcgttctgct gcagcccaac aactccatct 2220 

2244 



<210> 6 

<211> 198 

<212> PRT 

<213> Homo sapiens 

<220> 

<223> Human IPM 150 amino acid sequence, isoform C 
<400> 6 

Met Tyr Leu Glu Thr Arg Arg Ala lie Phe Val Phe Trp lie Phe Leu 
15 10 15 

Gin Val Gin Gly Thr Lys Asp He Ser He Asn He Tyr His Ser Glu 
20 25 30 

Thr Lys Asp He Asp Asn Pro Pro Arg Asn Glu Thr Thr Glu Ser Thr 
35 40 45 

Glu Lys Met Tyr Lys Met Ser Thr Met Arg Arg He Phe Asp Leu Ala 
50 55 60 

Lys His Arg Thr Lys Arg Ser Ala Phe Phe Pro Thr Gly Val Lys Val 
65 70 75 80 

Cys Pro Gin Glu Ser Met Lys Gin He Leu Asp Ser Leu Gin Ala Tyr 
85 90 95 

Tyr Arg Leu Arg Val Cys Gin Glu Ala Ala Trp Glu Ala Tyr Arg He 
100 105 110 

Phe Leu Asp Arg He Pro Asp Thr Gly Glu Tyr Gin Asp Trp Val Ser 
115 120 125 



He Cys Gin Gin Glu Thr Phe Cys Leu Phe Asp He Gly Lys Asn Phe 
130 135 140 



Ser Asn Ser Gin Glu His Leu Asp Leu Leu Gin Gin Arg lie Lys Gin 
145 150 155 160 



Arg Ser Phe Pro Asp Arg Lys Asp Glu lie Ser Ala Glu Lys Thr Leu 
165 170 175 • 

Gly Glu Pro Gly Glu Thr He Val He Ser Thr Ala He Tyr He Ser 
180 185 190 

Lys Thr Trp Ala Val Phe 
195 



<210> 7 

<211> 1858 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> Human IMPG1 gene, regulatory region 
<220> 

<221> misc_f eature 

<222> (1) . . (1858) 

<223> n is a, c, g, or t. 

<400> 7 

agggtgtagg cttttgaacc aggactcttt aggtttaaat cctagctctg ccacatatac 60 
tttattctcc tcaaatttaa aagagatagt attaacagtg tttatattgt catattgagg 120 
aatctatgga taatctatgg acatctctaa gaacaatgtc tatccacaac acaagagctc 180 
aatatacagt agtagttgca gtgtgtttca tgactcagca atatgtagca tgtatagtca 240 
aaataatata aaatcaaata ttcaaaaact gaaattacaa taatactgat gaagaaagat 300 
ggaaagatgt ttacaatgag tagaaagggt atgtgtggaa gtgaagttat tctcaatatc 360 
tattatttga taatacctaa aagtgaaaac ctccaaaata gtaatagagg catgttattt 420 
agaagtgcaa atgagactac tagaagaatt aggttgatga agtaaaaatg gctccccttt 480 
gaaagaaggc atgggtagaa gaaaggcaca attttttctt acaaactttg tagaaaaaaa 540 
gtatttgacc ccttaaacac agtgcataca gattttaaac attaaaacca gacttaaatc 600 
aaaaaagcca cctgtatgta attccaaatc aaaagcaatt tataaagcag aacatagaag 660 
agaatggaga cagtttcgct atctgtggag actaatacat attggataac catatacttt 720 
cagggacaga aattaagctc ttttaatgga tgtttcttgt acatgtcatt ttagaaaaca 780 
tctgacccta actgtcagcc ttattctctg tttggcagaa cttcccctgg ctctctgtgt 840 
cactgtaaca ggtgaataac taagaaaaaa ctgtgtctgt agacacttgt ttataatggc 900 
attcagggtc ctggagctag gctgacagat gctcctccag aaggttaatg agataaaggt 960 
tcctccagct ggcccttaag cagagattac acctgaggga aagacaagca gattattcca 102 0 
gaaacagaca ctgctacatg ttcttcataa attaacaccc tcataaaggt aaaccaagaa 1080 
ggttatcctc aatcatctgg tatcaatata taattatttt tcacatttct gttacttttt 1140 
aatgagattt gaggttgttc tgtgattgtt atcagaatta ccaatgcaca aaagccagaa 1200 
tgtatttgga aactagaaga gctatttttg ttttttggat ttttctccaa gttcaaggaa 1260 
ccaaaggtaa gttacttaaa tgtttacttt taaattgctt atctataaaa tctaccgata 1320 
gaagtgaata tttagaacca acaaggctac caatttatct cacgggctag tatatagtag 13 8 0 
gccttgaata aatattgctt gattgattga ataattaact atcagaaatg attttcactt 1440 
gatttaatat ttactacatg gtcttaagtg cagtgaagat taacaaaata ggagagatga 1500 
atgcatccta tttgctgttc taaaacattc attgaaaatt cttattatta aatgtaaata 1560 
ntattagtag atctggtgaa aactaaactc catttatcca cccgaaattc aaccaaataa 1620 
aacctaaagg ataaaagtaa tgttttaagt catttatggt cagacaaaaa aaagtaagta 168 0 
tttcttacct tctcacaatg aaatcatgag ttgctttccc ttagaaaata gcaaacattc 1740 
ttcatcttca gggttcatga tgacaaccac ttcaaaattt ggttgttttt gaaagttgta 1800 
cgcataaaag aactaggcaa tgtatgttct tatggcaaat ctgcatctga atatgaaa 1858 



<210> 8 



<211> 3668 
<212> DNA 
<213> Mus sp. 

<220> 

<223> Mouse IPM 15 0 cDNA sequence, isoform A 
<220> 

<221> misc_f eature 

<222> (1) . . (3668) 

<223> n is a, c, g, or t. 

<400> 8 

acaagattat tccaggaact gacctgcttc cggatcctcg agaattagca ccttcatagg 60 
gtaaaccagg gaggtcgtct gtactcagcc ggcacctgga tttgattatt tttcatattt 12 0 
cagtcacctt atttctttaa gtgtgacttg gtattgttct gtgatttttc agaattacca 180 
gtatacagaa ccagaatgaa ttttcaaatt aaacatgcta tctttgtttt tgggattttt 240 
ctccaagttc aaggaatcaa agatacctct attaaaatat tcagttctga aattaaaaac 3 00 
atagacaaaa ccccaagaat cgaaacaatt gaaagtactt caacagtgca caaagtgtca 360 
accatgaaac gaatattcga tttgccaaag cttcgaacca aaagatcagc acttttccca 42 0 
gctgctaaca tctgtccaca ggaatccttg agacagattt tagcaagtct tcaagaatat 4 80 
tatagactga gagtatgtca agaagtcgtg tgggaagcat atcgtatctt tctggaccga 540 
attcctgaca cagaggaata tcaagactgg gtcagcctct gccagaaaga aaccttctgc 600 
ctctttgaca ttgggaaaaa cttcagcaac tcccaggagc acctagatct tcttcagcag 660 
agaataaaac agagaagctt ccctgggagg aaagatgaga cagcctccat ggagacactg 72 0 
gaagcaccta ctgaagcccc tgtggtaccc acagatgttt ccaggatgtc cctggggccc 780 
ttcccacttc cttctgatga cacagacctc aaggagattc tcagtgtcac cctcaaggac 840 
attcaaaagc ccacaacaga aagtaaaaca gaacctattc acgtgtctga attctcatca 900 
gaggagaagg tggaattcag catctctctg ccaaaccaca ggttcaaggc agagctcacc 960 
aactctgggt caccatacta ccaggaactg gtgggacagt cccaactgca gttgcaaaag 1020 
atatttaaga aacttccagg attcggagaa atccgtgtat taggatttag accaaagaaa 1080 
gaagaagatg gttcaagctc cacagaaata cagcttatgg ccatctttaa gagggaccat 1140 
gcagaagcaa aaagccctga tagtcatcta ctgtctcttg attccaacaa aattgaaagt 1200 
gaaagaatcc atcatggagt catagaagac aaacaaccag aaacctacct cacagctaca 1260 
gacctcaaaa aactcatcat acaactacta gatggagacc tgtccttggt agaagggaaa 1320 
attccattcg gtgatgaagt tactgggaca ctcttcagac ctgtcactga accagatctg 1380 
cccaagcccc ttgctgatgt cacagaggat gccactttga gtccagaact tcctttcgtt 1440 
gagcctaggc ttgaggcagt ggacagagaa ggatctgagc tgcctggaat gtcctccaaa 1500 
gacagttctt ggtctccacc tgtatcagcc tcaatttccc gatcagaaaa tctaccttcg 1560 
tttacaccta gcatcttctc tctagatgct caaagccccc ctcccttgat gaccactggc 1620 
ccaacagcac tcatccccaa gcccactctc cccactatcg attattctac catccgccaa 1680 
ttgcctctgg aatcgtcaca ttggcctgca tcctccagtg acagagagct gatcacaagc 1740 
agccatgaca caatccgaga cctagatggc atggatgtgt ctgacacgcc agccttgtca 1800 
gaaatatcag aactgagtgg atacgattct gcctcgggtc agttcttgga gatgaccaca 1860 
cccatcccaa cagtacggtt catcaccacc agctccgaga ccattgccac caagggccag 1920 
gagctagtgg tattcttcag cctgcgtgtt gctaacatgc cgttctccta tgacctgttc 1980 
aacaagagtt ctctggagta tcaagccctg gaacaacgat tcacagacct gctggttccc 2 040 
tatctacgat cgaatcttac gggatttaag caactggaaa tactcagctt cagaaacgga 210 0 
agtgtgatcg tgaacagcaa agtgcggttt gcaaaggcgg taccctacaa cctcacccag 2160 
gccgtgcgcg gggtcttgga ggatcttcgg tccaccgcag ctcaagggct caatctggaa 2220 
atcgaaagct actccctcga cattgaacca gctgatcagg cggatccctg caaactccta 2280 
gactgtggca aatttgccca gtgtgtaaag aatgagtgga cagaggaagc agagtgtcgc 2340 
tgcagacagg gacatgagag ccacgggacc ctggactacc agaccctgaa cctctgtccc 2400 
cctggaaaga cttgtgtggc cggccgagaa caagcaactc catgcaggcc accagatcac 2460 
tctacaaacc aagctcagga acctggtgtt aaaaagctac gtcagcaaaa taaggtagtc 2520 
aagaaaagaa attctaaact atcagctata ggatttgaag aatttgaaga ccaggactgg 2580 
gagggaaatt aaaagctgga atcatatgca ttatgttgca aactctgttg aaaggaaact 2640 
ttatttctta aagaaaggtg tatctgttct gttaacttct gaaaaacaga gggagagatt 2700 
cagtggtcat tggaatacag gcatgtaatc aactttgaga ctcagcatgc ttgaacaaga 2760 
gcacaggcgt gtatttgatg acagttaagc ctggttgggg cggggggcac atatttttag 2 82 0 
tcaaaactca aagcaatcat tggaacacat ttgactattt ttggacagta ctcaagtagc 2880 



aaagataagg ttagcttttt tctttcttta aattattaca taaarcttat ttcaaataaa 294 0 
tacaacttgt ttagtgggtt gtacaatatt gaggatctga ttcttttata tgttagaata 3000 
tacagttaaa agattatcat ttgggccaga gagatagcta agtggttaag agtatatact 3060 
gctcttccag aagccctggg tttaccgtcc caacagccac attgactggc tcacacacac 312 0 
ctgtaagtca ggctccagag aacaaacacc ctcctctggc ctttgtaccc acgtgcacat 3180 
aaccgcaaac agacacaccc acgctatttt tttagaagtc attgattttt ttaattaggg 3240 
gtggaaaakc aggctggaga gatgactccg tggttaagaa cagttgttgt tcttccagag 33 00 
gacccaggtt cagttcccag aacccacaag gcnagtctcc caactattca taattctagt 33 60 
tcaagtggat ccagcaccct cttctaactg atactgccag taccaggcag ccatgtggtg 3420 
catatgcatt tgggcaggta aaacactcag acacgcaaaa aattttaaat ctaaattttg 3480 
aaaatatttt agttttaagg atgatcactg tgtgagggtc aggtctctta tgtatgaatg 3 54 0 
tagtaccaag aactgtgatg agtatatgta tgctccattc tatagtctcc tctctctctc 3600 
tctctctctc tctctctctc tctctctctc tctctggaat tccggaattc cggaattccg 3660 
gaattccg 3668 



<210> 9 
<211> 798 
<212> PRT 
<213> Mus sp. 

<220> 

<223> Mouse IPM 15 0 amino acid sequence, isoform A 
<400> 9 

Met Asn Phe Gin lie Lys His Ala He Phe Val Phe Gly He Phe Leu 
15 10 15 

Gin Val Gin Gly He Lys Asp Thr Ser He Lys He Phe Ser Ser Glu 
20 25 30 

He Lys Asn He Asp Lys Thr Pro Arg He Glu Thr He Glu Ser Thr 
35 40 45 

Ser Thr Val His Lys Val Ser Thr Met Lys Arg He Phe Asp Leu Pro 
50 55 60 

Lys Leu Arg Thr Lys Arg Ser Ala Leu Phe Pro Ala Ala Asn He Cys 
65 70 75 80 

Pro Gin Glu Ser Leu Arg Gin He Leu Ala Ser Leu Gin Glu Tyr Tyr 
85 90 95 

Arg Leu Arg Val Cys Gin Glu Val Val Trp Glu Ala Tyr Arg He Phe 
100 105 110 

Leu Asp Arg lie Pro Asp Thr Glu Glu Tyr Gin Asp Trp Val Ser Leu 
115 120 125 

Cys Gin Lys Glu Thr Phe Cys Leu Phe Asp He Gly Lys Asn Phe Ser 
130 135 140 

Asn Ser Gin Glu His Leu Asp Leu Leu Gin Gin Arg He Lys Gin Arg 
145 150 155 160 

Ser Phe Pro Gly Arg Lys Asp Glu Thr Ala Ser Met Glu Thr Leu Glu 
165 170 175 



Ala Pro Thr Glu Ala Pro Val Val Pro Thr Asp Val Ser Arg Met Ser 
180 185 190 



Leu Gly Pro Phe Pro Leu Pro Ser Asp Asp Thr Asp Leu Lys Glu lie 
195 200 205 

Leu Ser Val Thr Leu Lys Asp lie Gin Lys Pro Thr Thr Glu Ser Lys 
210 215 220 

Thr Glu Pro He His Val Ser Glu Phe Ser Ser Glu Glu Lys Val Glu 
225 230 235 240 

Phe Ser He Ser Leu Pro Asn His Arg Phe Lys Ala Glu Leu Thr Asn 
245 250 255 

Ser Gly Ser Pro Tyr Tyr Gin Glu Leu Val Gly Gin Ser Gin Leu Gin 
260 265 270 

Leu Gin Lys He Phe Lys Lys Leu Pro Gly Phe Gly Glu He Arg Val 
275 280 285 

Leu Gly Phe Arg Pro Lys Lys Glu Glu Asp Gly Ser Ser Ser Thr Glu 
290 295 300 

He Gin Leu Met Ala He Phe Lys Arg Asp His Ala Glu Ala Lys Ser 
305 310 315 320 

Pro Asp Ser His Leu Leu Ser Leu Asp Ser Asn Lys He Glu Ser Glu 
325 330 335 

Arg He His His Gly Val He Glu Asp Lys Gin Pro Glu Thr Tyr Leu 
340 345 350 

Thr Ala Thr Asp Leu Lys Lys Leu He He Gin Leu Leu Asp Gly Asp 
355 360 365 

Leu Ser Leu Val Glu Gly Lys He Pro Phe Gly Asp Glu Val Thr Gly 
370 375 380 

Thr Leu Phe Arg Pro Val Thr Glu Pro Asp Leu Pro Lys Pro Leu Ala 
385 390 395 400 

Asp Val Thr Glu Asp Ala Thr Leu Ser Pro Glu Leu Pro Phe Val Glu 
405 410 415 

Pro Arg Leu Glu Ala Val Asp Arg Glu Gly Ser Glu Leu Pro Gly Met 
420 425 430 

Ser Ser Lys Asp Ser Ser Trp Ser Pro Pro. Val Ser Ala Ser He Ser 
435 440 445 

Arg Ser Glu Asn Leu Pro Ser Phe Thr Pro Ser He Phe Ser Leu Asp 
450 455 460 

Ala Gin Ser Pro Pro Pro Leu Met Thr Thr Gly Pro Thr Ala Leu He 
465 470 475 480 

Pro Lys Pro Thr Leu Pro Thr He Asp Tyr Ser Thr He Arg Gin Leu 
485 490 495 



Pro Leu Glu Ser Ser His Trp Pro Ala Ser Ser Ser Asp Arg Glu Leu 
500 505 510 



He Thr Ser Ser His Asp Thr He Arg Asp Leu Asp Gly Met Asp Val 
515 520 525 



Ser Asp Thr Pro Ala Leu Ser Glu He Ser Glu Leu Ser Gly Tyr Asp 
530 535 540 

Ser Ala Ser Gly Gin Phe Leu Glu Met Thr Thr Pro He Pro Thr Val 
545 550 555 560 

Arg Phe He Thr Thr Ser Ser Glu Thr He Ala Thr Lys Gly Gin Glu 
565 570 575 

Leu Val Val Phe Phe Ser Leu Arg Val Ala Asn Met Pro Phe Ser Tyr 
580 585 590 

Asp Leu Phe Asn Lys Ser Ser Leu Glu Tyr Gin Ala Leu Glu Gin Arg 
595 600 605 

Phe Thr Asp Leu Leu Val Pro Tyr Leu Arg Ser Asn Leu Thr Gly Phe 
610 615 620 

Lys Gin Leu Glu He Leu Ser Phe Arg Asn Gly Ser Val He Val Asn 
625 630 635 640 

Ser Lys Val Arg Phe Ala Lys Ala Val Pro Tyr Asn Leu Thr Gin Ala 
645 650 655 

Val Arg Gly Val Leu Glu Asp Leu Arg Ser Thr Ala Ala Gin Gly Leu 
660 665 670 

Asn Leu Glu He Glu Ser Tyr Ser Leu Asp He Glu Pro Ala Asp Gin 
675 680 685 

Ala Asp Pro Cys Lys Leu Leu Asp Cys Gly Lys Phe Ala Gin Cys Val 
690 695 700 

Lys Asn Glu Trp Thr Glu Glu Ala Glu Cys Arg Cys Arg Gin Gly His 
705 710 715 720 

Glu Ser His Gly Thr Leu Asp Tyr Gin Thr Leu Asn Leu Cys Pro Pro 
725 730 735 

Gly Lys Thr Cys Val Ala Gly Arg Glu Gin Ala Thr Pro Cys Arg Pro 
740 745 750 

Pro Asp His Ser Thr Asn Gin Ala Gin Glu Pro Gly Val Lys Lys Leu 
755 760 765 

Arg Gin Gin Asn Lys Val Val Lys Lys Arg Asn Ser Lys Leu Ser Ala 
770 775 780 

He Gly Phe Glu Glu Phe Glu Asp Gin Asp Trp Glu Gly Asn 
785 790 795 



<210> 10 
<211> 1726 
<212> DNA 
<213> Mus sp. 

<220> 



<223> Mouse IPM 150 cDNA sequence, isoform D 



<400> 10 

ggctttaaac cagggaggtc 
atttcagtca ccttatttct 
accagtatac agaaccagaa 
ttttctccaa gttcaaggaa 
ctttctggac cgaattcctg 
agaaaccttc tgcctctttg 
tcttcttcag cagagaataa 
catggagaca ctggaagcac 
gtccctgggg ccattcccac 
caccctcaag gacattcaaa 
tgaattctca tcagaggaga 
ggcagagctc accaactctg 
gcagttgcaa aagatattta 
tagaccaaag aaagaagaag 
taagagggac catgcagaag 
caaaattgaa agtgaaagaa 
cctcacagct acagacctca 
ggtagaaggg aaaattccat 
tgaaccagat ctgcccaagc 
acttcctttc gttgagccta 
tgatcaggcg gatccctgca 
tgagtggaca gaggaagcag 
ggactaccag accctgaacc 
agcaactcca tgcaggccaa 
aaagctacgt cagcaaaata 
atttgaagaa tttgaagacc 
atgttgcaaa ctctgttgaa 
taacttctga aaaacagagg 
ctttgagact cagcatgctt 



gtctgtactc agccggcacc 
ttaagtgtga cttggtattg 
tgaattttca aattaaacat 
tcaaagtatg tcaagaagtc 
acacagagga atatcaagac 
acattgggaa aaacttcagc 
aacagagaag cttccctggg 
ctactgaagc ccctgtggta 
ttccttctga tgacacagac 
agcccacaac agaaagtata 
aggtggagtt cagcatctct 
ggtcaccata ctaccaggaa 
agaaacttcc aggattcgga 
atggttcaag ctccacagaa 
caaaaagccc tgatagtcat 
tccatcatgg agtcatagaa 
aaaaactcat catacaacta 
tcggtgatga agttactggg 
cccttgctga tgtcacagag 
ggcttgaggc agtggacaga 
aacttctaga ctgtggcaaa 
agtgtcgctg cagacaggga 
tctgtccccc tggaaagact 
cagatcactc tacaaaccaa 
aggtagtcaa gaaaagaaat 
aggactggga gggaaattaa 
aggaaacttt atttcttaaa 
gagagattca gtggtcattg 
gaacaagagc acaggcgtgt 



tggatttgat tatttttcat 60 
ttctgtgatt tttcagaatt 120 
gctatctttg tttttgggat 180 
gtgtgggaag catatcgtat 240 
tgggtcagcc tctgccagaa 300 
aactcccagg agcacctaga 360 
aggaaagatg agacagcctc 420 
cccacagatg tttccaggat 480 
ctcaaggaga ttctcagtgt 540 
acagaaccta ttcacgtgtc 600 
ctgccaaacc acaggttcaa 660 
ctggtgggac agtcccaact 720 
gaaatccgtg tattaggatt 780 
atacagctta tggccatctt 840 
ctactgtctc ttgattccaa 900 
gacaaacaac cagaaaccta 960 
ctagatggag acctgtcctt 1020 
acactcttca gacctgtcac 1080 
gatgccactt tgagtccaga 1140 
gaaggatctg agctgcctgc 1200 
tttgcccagt gtgtaaagaa 1260 
catgagagcc acgggaccct 132 0 
tgtgtggccg gccgagaaca 13 80 
gctcaggaac ctggtgttaa 1440 
tctaaactat cagctatagg 1500 
aagctggaat catatgcatt 1560 
gaaaggtgta tctgttctgt 1620 
gaatacaggc atgtaatcaa 1680 
atttga 1726 



<210> 11 
<211> 466 
<212> PRT 
<213> Mus sp. 

<220> 

<223> Mouse IPM 150 amino acid sequence, isoform D 
<400> 11 

Met Asn Phe Gin He Lys His Ala He Phe Val Phe Gly He Phe Leu 
15 10 15 

Gin Val Gin Gly He Lys Val Cys Gin Glu Val Val Trp Glu Ala Tyr 
20 25 30 

Arg He Phe Leu Asp Arg He Pro Asp Thr Glu Glu Tyr Gin Asp Trp 
35 40 45 

Val Ser Leu Cys Gin Lys Glu Thr Phe Cys Leu Phe Asp He Gly Lys 
50 55 60 

Asn Phe Ser Asn Ser Gin Glu His Leu Asp Leu Leu Gin Gin Arg He 
65 70 75 80 

Lys Gin Arg Ser Phe Pro Gly Arg Lys Asp Glu Thr Ala Ser Met Glu 
85 90 95 



Thr Leu Glu Ala Pro Thr Glu Ala Pro Val Val Pro Thr Asp Val Ser 
100 105 110 



Arg Met Ser Leu Gly Pro Phe Pro Leu Pro Ser Asp Asp Thr Asp Leu 
115 120 125 

Lys Glu lie Leu Ser Val Thr Leu Lys Asp He Gin Lys Pro Thr Thr 
130 135 140 

Glu Ser He Thr Glu Pro He His Val Ser Glu Phe Ser Ser Glu Glu 
145 150 155 160 

Lys Val Glu Phe Ser He Ser Leu Pro Asn His Arg Phe Lys Ala Glu 

165 170 175 

Leu Thr Asn Ser Gly Ser Pro Tyr Tyr Gin Glu Leu Val Gly Gin Ser 
180 185 190 

Gin Leu Gin Leu Gin Lys He Phe Lys Lys Leu Pro Gly Phe Gly Glu 
195 200 205 

He Arg Val Leu Gly Phe Arg Pro Lys Lys Glu Glu Asp Gly Ser Ser 
210 215 220 

Ser Thr Glu He Gin Leu Met Ala He Phe Lys Arg Asp His Ala Glu 
225 230 235 240 

Ala Lys Ser Pro Asp Ser His Leu Leu Ser Leu Asp Ser Asn Lys He 
245 250 255 

Glu Ser Glu Arg He His His Gly Val He Glu Asp Lys Gin Pro Glu 
260 265 270 

Thr Tyr Leu Thr Ala Thr Asp Leu Lys Lys Leu He He Gin Leu Leu 
275 280 285 

Asp Gly Asp Leu Ser Leu Val Glu Gly Lys He Pro Phe Gly Asp Glu 
290 295 300 

Val Thr Gly Thr Leu Phe Arg Pro Val Thr Glu Pro Asp Leu Pro Lys 
305 310 315 320 

Pro Leu Ala Asp Val Thr Glu Asp Ala Thr Leu Ser Pro Glu Leu Pro 
325 330 335 

Phe Val Glu Pro Arg Leu Glu Ala Val Asp Arg Glu Gly Ser Glu Leu 
340 345 350 

Pro Ala Asp Gin Ala Asp Pro Cys Lys Leu Leu Asp Cys Gly Lys Phe 
355 360 365 

Ala Gin Cys Val Lys Asn Glu Trp Thr Glu Glu Ala Glu Cys Arg Cys 
370 375 380 

Arg Gin Gly His Glu Ser His Gly Thr Leu Asp Tyr Gin Thr Leu Asn 
385 390 395 400 



Leu Cys Pro Pro Gly Lys Thr Cys Val Ala Gly Arg Glu Gin Ala Thr 
405 410 415 



Pro Cys Arg Pro Thr Asp His Ser 
420 

Val Lys Lys Leu Arg Gin Gin Asn 
435 440 

Lys Leu Ser Ala lie Gly Phe Glu 
450 455 

Gly Asn 
465 



Thr Asn Gin Ala Gin Glu Pro Gly 
425 430 

Lys Val Val Lys Lys Arg Asn Ser 
445 

Glu Phe Glu Asp Gin Asp Trp Glu 
460 



<210> 12 
<211> 1321 
<212> DNA 
<213> Mus sp. 



<220> 

<22 3> Mouse IPM 150 cDNA sequence, isoform E 



<400> 12 

tctgcagaat tcggcttaac cagggaggtc 
tatttttcat atttcagtca ccttatttct 
tttcagaatt accagtatac agaaccagaa 
tttttgggat ttttctccaa gttcaaggaa 
ctgaaattaa aaacatagac aaaaccccaa 
tgcacaaagt gtcaaccatg aaacgccagc 
cgattctgcc tcgggtcagt tcttggagat 
caccaccagc tccgagacca ttgccaccaa 
gcgtgttgtt aacatgccgt tctcctatga 
agccctggaa caacgattca cagacctgct 
atttaagcaa ctggaaatac tcagcttcag 
gcggtttgca aaggcggtac cctacaacct 
tcttcggtcc accgcagctc aagggctcaa 
tgaaccagct gatcaggcgg atccctgcaa 
tgtaaagaat gagtggacag aggaagcaga 
cgggaccctg gactaccaga ccctgaacct 
ccgagaacaa gcaactccat gcaggccacc 
tggtgttaaa aagctacgtc agcaaaataa 
agctatagga tttgaaaaat ttgaagacca 
atatgcatta tgttgcaaac tctgttgaaa 
ctgttctgtt aacttctgaa aaacagaggg 
tgtaatcaac tttgagactc agcatgcttg 
c 



gtctgtactc agccggcacc tggatttgat 60 
ttaagtgtga cttggtattg ttctgtgatt 12 0 
tgaattttca aattaaacat gctatctttg 180 
tcaaagatac ctctattaaa atattcagtt 240 
gaatcgaaac aattgaaagt acttcaacag 300 
cttgtcagaa atatcagaac tgagtggata 360 
gaccacaccc atcccaacag tacggttcat 420 
gggccaggag ctagtggtat tcttcagcct 4 80 
cctgttcaac aagagttctc tggagtatca 540 
ggttccctat cwacgatcga atcttacggg 600 
aaacggaagt gtgatcgtga acagcaaagt 660 
cacccaggcc gtgcgcgggg tcttggagga 72 0 
tctggaaatc gaaagctact ccctcgacat 780 
acttctagac tgtggcaaat ttgcccagtg 840 
gtgtcgctgc agacagggac atgagagcca 900 
ctgtccccct ggaaagactt gtgtggccgg 960 
agatcactct acaaaccaag ctcaggaacc 1020 
ggtagtcaag aaacgaaatt ctaaactatc 1080 
ggactgggag ggaaattaaa agctggaatc 114 0 
ggaaacttta tttcttaaag aaaggtgtat 1200 
agagattcag tggtcattgg aatacaggca 1260 
aacaagagca caggcgtgta tttgataagc 1320 

1321 



<210> 13 
<211> 67 
<212> PRT 
<213> Mus sp. 

<220> 

<223> Mouse IPM 150 amino acid sequence, isoform E 
<400> 13 

Met Asn Phe Gin He Lys His Ala He Phe Val Phe Gly He Phe Leu 
15 10 15 



Gin Val Gin Gly He Lys Asp Thr Ser He Lys He Phe Ser Ser Glu 
20 25 30 



He Lys Asn He Asp Lys Thr Pro Arg He Glu Thr He Glu Ser Thr 
35 40 45 

Ser Thr Val His Lys Val Ser Thr Met Lys Arg Gin Pro Cys Gin Lys 
50 55 60 

Tyr Gin Asn 
65 



<210> 14 
<211> 555 
<212> DNA 

<213> Unknown Organism 
<220> 

<223> Monkey IPM 150 cDNA (partial) 
<220> 

<22 3> Description of Unknown Organism: Monkey species 
<400> 14 

attttctttc cgaacggggt taaagtctgt ccacaggaat ccatgaaaca gattttagcc 60 
agtcttcaag cttattatag attgagagtg tgtcaggaag cagtatggga agcatatcgg 12 0 
atctttctgg atcgcatccc tgacacaggg gaatatcagg actgggtcag cttctgccag 180 
caggagacct tctgcctctt tgacatcgga caaaacttca gcaattccca ggagcacctg 240 
gatcttctcc agcagagaat aaaacagaga agtttccctg agagaaaaga tgaagtatct 300 
acagagaaga cattgggaga gcctagtgaa accattgtgg tttcaacaga tgttgccagc 3 60 
gtctcacttg ggcctttccc tgtcactcct gatgacaccc tcctcaatga aattctcgat 420 
aatgcactca acgacaccaa gatgcctaca acagaaagag aaacagaact cgctgtgtct 480 
gaggagcaga gggtggagct cagcatctct ctgataaacc agaggttcaa ggcagagctc 54 0 
gctgactctc agtca 555 



<210> 15 
<211> 185 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: Monkey species 
<220> 

<223> Monkey IPM 150 amino acid sequence (partial) . 
<400> 15 

He Phe Phe Pro Asn Gly Val Lys Val Cys Pro Gin Glu Ser Met Lys 
15 10 15 

Gin He Leu Ala Ser Leu Gin Ala Tyr Tyr Arg Leu Arg Val Cys Gin 
20 25 30 

Glu Ala Val Trp Glu Ala Tyr Arg lie Phe Leu Asp Arg He Pro Asp 
35 40 45 

Thr Gly Glu Tyr Gin Asp Trp Val Ser Phe Cys Gin Gin Glu Thr Phe 
50 55 60 



Cys Leu Phe Asp He Gly Gin Asn Phe Ser Asn Ser Gin Glu His Leu 
65 70 75 80 



Asp Leu Leu Gin Gin Arg lie Lys Gin Arg Ser Phe Pro Glu Arg Lys 
85 90 95 



Asp Glu Val Ser Thr Glu Lys Thr Leu Gly Glu Pro Ser Glu Thr lie 
100 105 110 

Val Val Ser Thr Asp Val Ala Ser Val Ser Leu Gly Pro Phe Pro Val 
115 120 125 

Thr Pro Asp Asp Thr Leu Leu Asn Glu lie Leu Asp Asn Ala Leu Asn 
130 135 140 

Asp Thr Lys Met Pro Thr Thr Glu Arg Glu Thr Glu Leu Ala Val Ser 
145 150 155 160 

Glu Glu Gin Arg Val Glu Leu Ser lie Ser Leu lie Asn Gin Arg Phe 
165 170 175 

Lys Ala Glu Leu Ala Asp Ser Gin Ser 
180 185 



<210> 16 

<211> 4166 

<212> DNA 

<213> Homo sapiens 

<220> 

<22 3> Human IPM 2 00 (isoform A) cDNA 
<400> 16 

cgggctactt tgaaaggaca accatttttc tttccgctaa tttataatgg ttttgaagtg 60 
gttgttcatt ctcaaacata gacttttaaa tgttaggtct ttcctataac tctttgttat 120 
tggaagtttc aaggatttgg acactcaatt aaggattctg tcctctcctc attcctttgg 180 
ttttggccca aatgattatg tttcctcttt ttgggaagat ttctctgggt attttgatat 240 
ttgtcctgat agaaggagac tttccatcat taacagcaca aacctactta tctatagagg 3 00 
agatccaaga acccaagagt gcagtttctt ttctcctgcc tgaagaatca acagaccttt 3 60 
ctctagctac caaaaagaaa cagcctctgg accgcagaga aactgaaaga cagtggttaa 420 
tcagaaggcg gagatctatt ctgtttccta atggagtgaa aatctgccca gatgaaagtg 480 
ttgcagaggc tgtggcaaat catgtgaagt attttaaagt ccgagtgtgt caggaagctg 540 
tctgggaagc cttcaggact ttttgggatc gacttcctgg gcgtgaggaa tatcattact 600 
ggatgaattt gtgtgaggat ggagtcacaa gtatatttga aatgggcaca aattttagtg 660 
aatctgtgga acatagaagc ttaatcatga agaaactgac ttatgcaaag gaaactgtaa 72 0 
gcagctctga actgtcttct ccagttcctg ttggtgatac ttcaacattg ggagacacta 780 
ctctcagtgt tccacatcca gaggtggacg cctatgaagg tgcctcagag agcagcttgg 840 
aaaggccaga ggagagtatt agcaatgaaa ttgagaatgt gatagaagaa gccacaaaac 900 
cagcaggtga acagattgca gaattcagta tccacctttt ggggaagcag tacagggaag 96 0 
aactacagga ttcctccagc tttcaccacc agcaccttga agaagaattt atttcagagg 1020 
ttgaaaatgc atttactggg ttaccaggct acaaggaaat tcgtgtactt gaatttaggt 1080 
cccccaagga aaatgacagt ggcgtagatg tttactatgc agttaccttc aatggtgagg 114 0 
ccatcagcaa taccacctgg gacctcatta gccttcactc caacaaggtg gaaaaccatg 1200 
gccttgtgga actggatgat aaacccactg ttgtttatac aatcagtaac ttcagagatt 1260 
atattgctga gacattgcag cagaattttt tgctggggaa ctcttccttg aatccagatc 1320 
ctgattccct gcagcttatc aatgtgagag gagttttgcg tcaccaaact gaagatctag 13 8 0 
tttggaacac ccaaagttca agtcttcagg caacgccgtc atctattctg gataatacct 1440 
ttcaagctgc atggccctca gcagatgaat ccatcaccag cagtattcca ccacttgatt 1500 
tcagctctgg tcctccctca gccactggca gggaactctg gtcagaaagt cctttgggtg 1560 
atttagtgtc tacacacaaa ttagcctttc cctcgaagat gggcctcagc tcttccccag 1620 
aggttttaga ggttagcagc ttgactcttc attctgtcac cccggcagtg cttcagactg 1680 
gcttgcctgt ggcttctgag gaaaggactt ctggatctca cttggtagaa gatggattag 1740 



ccaatgttga agagtcagaa gattttcttt ctattgattc attgccttca agttcattca 1800 
ctcaacctgt gccaaaagaa acaataccat ccatggaaga ctctgatgtg tccttaacat 1860 
cttcaccata tctgacctct tctatacctt ttggcttgga ctccttgacc tccaaagtca 1920 
aagaccaatt aaaagtgagc cctttcctgc cagatgcatc catggaaaaa gagttaatat 1980 
ttgacggtgg tttaggttca gggtctgggc aaaaggtaga tctgattact tggccatgga 2040 
gtgagacttc atcagagaag agcgccgaac cactgtccaa gccgtggctt gaagatgatg 2100 
attcactttt gccagctgag attgaagaca agaaactagt tttagttgac aaaatggatt 2160 
ccacagacca aattagtaag cactcaaaat atgaacatga tgacagatcc acacactttc 2220 
cagaggaaga gcctcttagt gggcctgctg tgcccatctt cgcagatact gcagctgaat 22 80 
ctgcgtctct aaccctcccc aagcacatat cagaagtacc tggtgttgat gattgctcag 2340 
ttaccaaagc acctcttata ctgacatctg tagcaatctc tgcctctact gataaatcag 24 00 
atcaggcaga tgccatccta agggaggata tggaacaaat tactgagtca tccaactatg 24 6 0 
aatggtttga cagtgaggtt tcaatggtaa agccagatat gcaaactttg tggactatat 252 0 
tgccagaatc agagagagtt tggacaagaa cttcttccct agagaaattg tccagagaca 2580 
tattggcaag tacaccacag agtgctgaca ggctctggtt atctgtgaca cagtctacca 2640 
aattgcctcc aaccacaatc tccaccctgc tagaggatga agtaattatg ggtgtacagg 2700 
atatttcgtt agaactggac cggataggca cagattacta tcagcctgag caagtccaag 2760 
agcaaaatgg caaggttggt agttatgtgg aaatgtcaac aagtgttcac tccacagaga 2820 
tggttagtgt ggcttggccc acagaaggag gagatgactt gagttatacc cagacttcag 2880 
gagctttggt ggttttcttc agcctccgag tgactaacat gatgttttca gaagatctgt 2940 
ttaataaaaa ctccttggag tataaagccc tggagcaaag attcttagaa ttgctggttc 3000 
cctatctcca gtcaaatctc acggggttcc agaacttaga aatcctcaac ttcagaaatg 3 060 
gcagcattgt ggtgaacagt cgaatgaagt ttgccaattc tgtccctcct aacgtcaaca 3120 
atgcggtgta catgattctg gaagactttt gtaccactgc ctacaatacc atgaacttgg 3180 
ctattgataa atactctctt gatgtggaat caggtgatga agccaaccct tgcaagtttc 3240 
aggcctgtaa tgaattttca gagtgtctgg tcaacccctg gagtggagaa gcaaagtgca 33 00 
gatgcttccc tggatacctg agtgtggaag aacggccctg tcagagtctc tgtgacctac 3 3 60 
agcctgactt ctgcttgaat gatggaaagt gtgacattat gcctgggcac ggggccattt 3420 
gtaggtgccg ggtgggtgag aactggtggt accgaggcaa gcactgtgag gaatttgtgt 3480 
ctgagcccgt gatcataggc atcactattg cctccgtggt tggacttctt gtcatctttt 3540 
ctgctatcat ctacttcttc atcaggactc ttcaagcaca ccatgacagg agtgaaagag 3600 
agagtccctt cagtggctcc agcaggcagc ctgacagcct ctcatctatt gagaatgctg 3 660 
tgaagtacaa ccccgtgtat gaaagtcaca gggctggatg tgagaagtat gagggaccct 372 0 
atcctcagca tcccttctac agctctgcta gcggagacgt gattggtggg ctgagcagag 3780 
aagaaatcag acagatgtat gagagcagtg agctttccag agaggaaatt caagagagaa 384 0 
tgagagtttt ggaactgtat gccaatgatc ctgagtttgc agcttttgtg agagagcaac 3 900 
aagtggaaga ggtttaacca aaactcctgt tctgaaactg attagaagcc tggagaagat 3 960 
ggagattact tgttacttat gtcatataat taacctggat tttaaacact gttggaagaa 402 0 
gagttttcta tgaaaaaatt aaatataggg cacactgttt ttttttcagc ttaagttttc 4080 
agaatgtagt aagagatgtt accattttta tttctataaa gactgaatgc tgtgtttaaa 4140 
taaattgaaa actacgtaaa aaaaaa 4166 



<210> 17 
<211> 1241 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> Human IPM 2 00 amino acid sequence, isoform A 
<400> 17 

Met lie Met Phe Pro Leu Phe Gly Lys lie Ser Leu Gly lie Leu lie 
15 10 15 

Phe Val Leu lie Glu Gly Asp Phe Pro Ser Leu Thr Ala Gin Thr Tyr 
20 25 30 



Leu Ser lie Glu Glu lie Gin Glu Pro Lys Ser Ala Val Ser Phe Leu 
35 40 45 



Leu Pro Glu Glu Ser Thr Asp Leu Ser Leu Ala Thr Lys Lys Lys Gin 
50 55 60 



Pro Leu Asp Arg Arg Glu Thr Glu Arg Gin Trp Leu lie Arg Arg Arg 

65 70 75 80 

Arg Ser lie Leu Phe Pro Asn Gly Val Lys lie Cys Pro Asp Glu Ser 

85 90 95 

Val Ala Glu Ala Val Ala Asn His Val Lys Tyr Phe Lys Val Arg Val 

100 105 110 



Cys Gin Glu Ala Val Trp Glu Ala 
115 120 

Pro Gly Arg Glu Glu Tyr His Tyr 
130 135 

Val Thr Ser He Phe Glu Met Gly 
145 150 

His Arg Ser Leu He Met Lys Lys 
165 

Ser Ser Ser Glu Leu Ser Ser Pro 
180 



Phe Arg Thr Phe Trp Asp Arg Leu 
125 

Trp Met Asn Leu Cys Glu Asp Gly 
14 0 

Thr Asn Phe Ser Glu Ser Val Glu 

155 160 

Leu Thr Tyr Ala Lys Glu Thr Val 
170 175 

Val Pro Val Gly Asp Thr Ser Thr 
185 190 



Leu Gly Asp Thr Thr Leu Ser Val Pro His Pro Glu Val Asp Ala Tyr 
195 200 205 



Glu Gly Ala Ser Glu Ser Ser Leu Glu Arg Pro Glu Glu Ser He Ser 
210 215 220 



Asn Glu He Glu Asn Val He Glu 
225 230 

Gin He Ala Glu Phe Ser He His 
245 

Glu Leu Gin Asp Ser Ser Ser Phe 
260 



Glu Ala Thr Lys Pro Ala Gly Glu 
235 240 

Leu Leu Gly Lys Gin Tyr Arg Glu 
250 255 

His His Gin His Leu Glu Glu Glu 
265 270 



Phe He Ser Glu Val Glu Asn Ala 
275 280 

Glu He Arg Val Leu Glu Phe Arg 
290 295 

Val Asp Val Tyr Tyr Ala Val Thr 
305 310 

Thr Thr Trp Asp Leu He Ser Leu 
325 

Gly Leu Val Glu Leu Asp Asp Lys 
340 

Asn Phe Arg Asp Tyr He Ala Glu 

355 360 



Phe Thr Gly Leu Pro Gly Tyr Lys 
285 

Ser Pro Lys Glu Asn Asp Ser Gly 
300 

Phe Asn Gly Glu Ala He Ser Asn 
315 320 

His Ser Asn Lys Val Glu Asn His 
330 335 

Pro Thr Val Val Tyr Thr He Ser 
345 350 

Thr Leu Gin Gin Asn Phe Leu Leu 

365 



Gly Asn Ser Ser Leu Asn Pro Asp Pro Asp Ser Leu Gin Leu lie Asn 
370 375 380 



Val Arg Gly Val Leu Arg His Gin Thr Glu Asp Leu Val Trp Asn Thr 
385 390 395 400 

Gin Ser Ser Ser Leu Gin Ala Thr Pro Ser Ser lie Leu Asp Asn Thr 
405 410 415 

Phe Gin Ala Ala Trp Pro Ser Ala Asp Glu Ser lie Thr Ser Ser lie 
420 425 430 

Pro Pro Leu Asp Phe Ser Ser Gly Pro Pro Ser Ala Thr Gly Arg Glu 
435 440 445 

Leu Trp Ser Glu Ser Pro Leu Gly Asp Leu Val Ser Thr His Lys Leu 
450 455 460 

Ala Phe Pro Ser Lys Met Gly Leu Ser Ser Ser Pro Glu Val Leu Glu 
465 470 475 480 

Val Ser Ser Leu Thr Leu His Ser Val Thr Pro Ala Val Leu Gin Thr 
485 490 495 

Gly Leu Pro Val Ala Ser Glu Glu Arg Thr Ser Gly Ser His Leu Val 
500 505 510 

Glu Asp Gly Leu Ala Asn Val Glu Glu Ser Glu Asp Phe Leu Ser lie 
515 520 525 

Asp Ser Leu Pro Ser Ser Ser Phe Thr Gin Pro Val Pro Lys Glu Thr 
530 535 540 

lie Pro Ser Met Glu. Asp Ser Asp Val Ser Leu Thr Ser Ser Pro Tyr 
545 550 555 560 

Leu Thr Ser Ser lie Pro Phe Gly Leu Asp Ser Leu Thr Ser Lys Val 
565 570 575 

Lys Asp Gin Leu Lys Val Ser Pro Phe Leu Pro Asp Ala Ser Met Glu 
580 585 590 

Lys Glu Leu lie Phe Asp Gly Gly Leu Gly Ser Gly Ser Gly Gin Lys 
595 600 605 

Val Asp Leu lie Thr Trp Pro Trp Ser Glu Thr Ser Ser Glu Lys Ser 
610 615 620 

Ala Glu Pro Leu Ser Lys Pro Trp Leu Glu Asp Asp Asp Ser Leu Leu 
625 630 635 640 

Pro Ala Glu lie Glu Asp Lys Lys Leu Val Leu Val Asp Lys Met Asp 
645 650 655 

Ser Thr Asp Gin lie Ser Lys His Ser Lys Tyr Glu His Asp Asp Arg 
660 665 670 



Ser Thr His Phe Pro Glu Glu Glu Pro Leu Ser Gly Pro Ala Val Pro 
675 680 685 



lie Phe Ala Asp Thr Ala Ala Glu Ser Ala Ser Leu Thr Leu Pro Lys 
690 695 700 



His lie Ser Glu Val Pro Gly Val Asp Asp Cys Ser Val Thr Lys Ala 
705 710 715 720 

Pro Leu lie Leu Thr Ser Val Ala lie Ser Ala Ser Thr Asp Lys Ser 
725 730 735 

Asp Gin Ala Asp Ala He Leu Arg Glu Asp Met Glu Gin He Thr Glu 
740 745 750 

Ser Ser Asn Tyr Glu Trp Phe Asp Ser Glu Val Ser Met Val Lys Pro 
755 760 765 

Asp Met Gin Thr Leu Trp Thr He Leu Pro Glu Ser Glu Arg Val Trp 
770 775 780 

Thr Arg Thr Ser Ser Leu Glu Lys Leu Ser Arg Asp He Leu Ala Ser 
785 790 795 800 

Thr Pro Gin Ser Ala Asp Arg Leu Trp Leu Ser Val Thr Gin Ser Thr 
805 810 815 

Lys Leu Pro Pro Thr Thr He Ser Thr Leu Leu Glu Asp Glu Val He 
820 825 830 

Met Gly Val Gin Asp He Ser Leu Glu Leu Asp Arg He Gly Thr Asp 
835 840 845 

Tyr Tyr Gin Pro Glu Gin Val Gin Glu Gin Asn Gly Lys Val Gly Ser 
850 855 860 

Tyr Val Glu Met Ser Thr Ser Val His Ser Thr Glu Met Val Ser Val 
865 870 875 880 

Ala Trp Pro Thr Glu Gly Gly Asp Asp Leu Ser Tyr Thr Gin Thr Ser 
885 890 895 

Gly Ala Leu Val Val Phe Phe Ser Leu Arg Val Thr Asn Met Met Phe 
900 905 910 

Ser Glu Asp Leu Phe Asn Lys Asn Ser Leu Glu Tyr Lys Ala Leu Glu 
915 920 925 

Gin Arg Phe Leu Glu Leu Leu Val Pro Tyr Leu Gin Ser Asn Leu Thr 
930 935 940 

Gly Phe Gin Asn Leu Glu He Leu Asn Phe Arg Asn Gly Ser He Val 
945 950 955 960 

Val Asn Ser Arg Met Lys Phe Ala Asn Ser Val Pro Pro Asn Val Asn 
965 970 975 

Asn Ala Val Tyr Met He Leu Glu Asp Phe Cys Thr Thr Ala Tyr Asn 
980 985 990 

Thr Met Asn Leu Ala He Asp Lys Tyr Ser Leu Asp Val Glu Ser Gly 
995 1000 1005 



Asp Glu Ala Asn Pro Cys Lys Phe Gin Ala Cys Asn Glu Phe Ser Glu 
1010 1015 1020 

Cys Leu Val Asn Pro Trp Ser Gly Glu Ala Lys Cys Arg Cys Phe Pro 
1025 1030 1035 1040 

Gly Tyr Leu Ser Val Glu Glu Arg Pro Cys Gin Ser Leu Cys Asp Leu 
1045 1050 1055 

Gin Pro Asp Phe Cys Leu Asn Asp Gly Lys Cys Asp lie Met Pro Gly 
1060 1065 1070 

His Gly Ala lie Cys Arg Cys Arg Val Gly Glu Asn Trp Trp Tyr Arg 
1075 1080 1085 

Gly Lys His Cys Glu Glu Phe Val Ser Glu Pro Val He He Gly He 
1090 1095 1100 

Thr He Ala Ser Val Val Gly Leu Leu Val He Phe Ser Ala He He 
1105 1110 1115 1120 

Tyr Phe Phe He Arg Thr Leu Gin Ala His His Asp Arg Ser Glu Arg 
1125 1130 1135 

Glu Ser Pro Phe Ser Gly Ser Ser Arg Gin Pro Asp Ser Leu Ser Ser 
1140 1145 1150 

He Glu Asn Ala Val Lys Tyr Asn Pro Val Tyr Glu Ser His Arg Ala 
1155 1160 1165 

Gly Cys Glu Lys Tyr Glu Gly Pro Tyr Pro Gin His Pro Phe Tyr Ser 
1170 1175 1180 

Ser Ala Ser Gly Asp Val He Gly Gly Leu Ser Arg Glu Glu He Arg 
1185 1190 1195 1200 

Gin Met Tyr Glu Ser Ser Glu Leu Ser Arg Glu Glu He Gin Glu Arg 
1205 1210 1215 

Met Arg Val Leu Glu Leu Tyr Ala Asn Asp Pro Glu Phe Ala Ala Phe 
1220 1225 1230 

Val Arg Glu Gin Gin Val Glu Glu Val 
1235 1240 



<210> 18 

<211> 2964 

<212> DNA 

<213> Homo sapiens 

<220> 

<2 23> Human IPM 20 0 cDNA sequence, isoform C 
<400> 18 

aaacttaagc ttggagtttg gaagtttcaa ggatttggac actcaattaa ggattctgtc 60 

ctctcctcat tcctttggtt ttggcccaaa tgattatgtt tcctcttttt gggaagattt 120 

ctctgggtat tttgatattt gtcctgatag aaggagactt tccatcatta acagcacaaa 180 

cctacttatc tatagaggag atccaagaac ccaagagtgc agtttctttt ctcctgcctg 240 

aagaatcaac agacctttct ctagctacca aaaagaaaca gcctctggac cgcagagaaa 3 00 

ctgaaagaca gtggttaatc agaaggcgga gatctattct gtttcctaat ggagtgaaaa 3 60 



tctgcccaga tgaaagtgtt gcagaggctg 
gagtgtgtca ggaagctgtc tgggaagcct 
gtgaggaata tcattactgg atgaatttgt 
tgggcacaaa ttttagtgaa tctgtggaac 
atgcaaagga aactgtaagc agctctgaac 
caacattggg agacactact ctcagtgttc 
cctcagagag cagcttggaa aggccagagg 
tagaagaagc cacaaaacca gcaggtgaac 
ggaagcagta cagggaagaa ctacaggatt 
aagaatttat ttcagaggtt gaaaatgcat 
gtgtacttga atttaggtcc cccaaggaaa 
ttaccttcaa tggtgaggcc atcagcaata 
acaaggtgga aaaccatggc cttgtggaac 
tcagtaactt cagagattat attgctgaga 
cttccttgaa tccagatcct gattccctgc 
accaaactga agatctagtt tggaacaccc 
ctattctgtg cttcaractg gcttgcctgt 
cttggtagaa gatggattag ccaatgttga 
attgccttca agttcattca ctcaacctgt 
ctctgatgtg tccttaacat cttcaccata 
ctccttgacc tccaaagtca aagaccaatt 
catggaaaaa gagttaatat ttgacggtgg 
tctgattact tggccatgga gtgagacttc 
gccgtggctt gaagatgatg attcactttt 
tttagttgac aaaatggatt ccacagacca 
tgacagatcc atacactttc cagaggaaga 
cgcagatact gcagctgaat ctgcgtctct 
tggtgttgat gattactcag ttaccaaagc 
tgcctctact gataaatcag atcaggcaga 
tactgagtca tccaactatg aatggtttga 
gcaaactttg tggactatat tgccagaatc 
agagaaattg tccagagaca tattggcaag 
atctgtgaca cagtctacca aattgcctcc 
agtaattatg ggtgtacagg atatttcgtt 
tcagcctgag caagtccaag agcaaaatgg 
aagtgttcac tccacagaga tggttagtgt 
gagttatacc cagacttcag gagctttggt 
gatgttttca gaagatctgt ttaataaaaa 
attcttagaa ttgctggttc cctatctcca 
aatcctcaac ttcagaaatg gcagcattgt 
tgtccctcct aacgtcaaca atgcggtgta 
ctacaatacc atgaacttgg ctattgataa 
agccaaccct tgcaagtttc aggcctgtaa 
ggagtggaga aacaaaagtg caga 



tggcaaatca tgtgaagtat tttaaagtcc 420 
tcaggacttt ttgggatcsa cttcctgggc 480 
gtgaggatgg agtcacaagt atatttgaaa 540 
atagaagctt aatcatgaag aaactgactt 600 
tgtcttctcc agttcctgtt ggtgatactt 660 
cacatccaga ggtggacgcc tatgaaggtg 72 0 
agagtattag caatgaaatt gagaatgtga 780 
agattgcaga attcagtatc caccttttgg 840 
cctccagctt tcaccaccag caccttgaag 900 
ttactgggtt accaggctac aaggaaattc 960 
atgacagtgg cgtagatgtt tactatgcag 1020 
ccacctggga cctcattagc cttcactcca 1080 
tggatgataa acccactgtt gtttatacaa 1140 
cattgcagca gaattttttg ctggggaact 12 00 
agcttatcaa tgtgagagga gttttgcgtc 1260 
aaagttcaag tcttcaggca acgccgtcat 1320 
ggcttctgag gaaaggactt ctggatctca 13 80 
agagtcagaa gattttcttt ctattgattc 1440 
gccaaaagaa acaataccat ccatggaaga 1500 
tctgacctct tctatacctt ttggcttgga 1560 
aaaagtgagc cctttcctgc cagatgcatc 1620 
tttaggttca gggtctgggc aaaaggtaga 1680 
atcagagaag agcgctgaac cactgtccaa 1740 
gccagctgag attgaagaca agaaactagt 1800 
aattagtaag cactcaaaat atgaacatga 1860 
gcctcttagt gggcctgctg. tgcccatctt 192 0 
aaccctcccc aagcacatat cagaagtacc 1980 
acctcttata ctgacatctg tagcaatctc 2040 
tgccatccta agggaggata tggaacaaat 210 0 
cagtgaggtt tcaatggtaa agccagatat 2160 
agagagagtt tggacaagaa cttcttccct 2220 
tacaccacag agtgctgaca ggctctggtt 2280 
aaccacaatc tccaccctgc tagaggatga 2340 
agaactggac cggataggca cagattacta 2400 
caaggttggt agttatgtgg aaatgtcaac 2460 
ggcttggccc acagaaggag gagatgactt 252 0 
ggttttcttc agcctccgag tgactaacat 2580 
ctccttggag tataaagccc tggagcaaag 2640 
gtcaaatctc acggggttcc agaacttaga 2700 
ggtgaacagt cgaatgaagt ttgccaattc 2760 
catgattctg gaagactttt gtaccactgc 2 82 0 
atactctctt gatgtggaat caggtgatga 2880 
tgaattttca gaagtgtctg gtcaacccct 2 940 

2964 



<210> 19 
<211> 432 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> Human IPM 200 amino acid sequence, isoform C 
<220> 

<221> UNSURE 

<222> (1)..(432) 

<22 3> Xaa is any amino acid. 



<400> 19 



Met lie Met Phe Pro Leu Phe Gly Lys lie Ser Leu Gly lie Leu lie 
15 10 15 



Phe Val Leu lie Glu Gly Asp Phe Pro Ser Leu Thr Ala Gin Thr Tyr 
20 25 30 

Leu Ser lie Glu Glu lie Gin Glu Pro Lys Ser Ala Val Ser Phe Leu 
35 40 45 

Leu Pro Glu Glu Ser Thr Asp Leu Ser Leu Ala Thr Lys Lys Lys Gin 
50 55 60 

Pro Leu Asp Arg Arg Glu Thr Glu Arg Gin Trp Leu lie Arg Arg Arg 
65 70 75 80 

Arg Ser lie Leu Phe Pro Asn Gly Val Lys lie Cys Pro Asp Glu Ser 
85 90 95 

Val Ala Glu Ala Val Ala Asn His Val Lys Tyr Phe Lys Val Arg Val 
100 105 110 

Cys Gin Glu Ala Val Trp Glu Ala Phe Arg Thr Phe Trp Asp Xaa Leu 
115 120 125 

Pro Gly Arg Glu Glu Tyr His Tyr Trp Met Asn Leu Cys Glu Asp Gly 
130 135 140 

Val Thr Ser He Phe Glu Met Gly Thr Asn Phe Ser Glu Ser Val Glu 
145 150 155 160 

His Arg Ser Leu He Met Lys Lys Leu Thr Tyr Ala Lys Glu Thr Val 
165 170 175 

Ser Ser Ser Glu Leu Ser Ser Pro Val Pro Val Gly Asp Thr Ser Thr 
180 185 190 

Leu Gly Asp Thr Thr Leu Ser Val Pro His Pro Glu Val Asp Ala Tyr 
195 200 205 

Glu Gly Ala Ser Glu Ser Ser Leu Glu Arg Pro Glu Glu Ser He Ser 
210 215 220 

Asn Glu He Glu Asn Val He Glu Glu Ala Thr Lys Pro Ala Gly Glu 
225 230 235 240 

Gin He Ala Glu Phe Ser He His Leu Leu Gly Lys Gin Tyr Arg Glu 
245 250 255 

Glu Leu Gin Asp Ser Ser Ser Phe His His Gin His Leu Glu Glu Glu 
260 265 270 

Phe He Ser Glu Val Glu Asn Ala Phe Thr Gly Leu Pro Gly Tyr Lys 
275 280 285 

Glu He Arg Val Leu Glu Phe Arg Ser Pro Lys Glu Asn Asp Ser Gly 
290 295 300 



Val Asp Val Tyr Tyr Ala Val Thr Phe Asn Gly Glu Ala He Ser Asn 
305 310 315 320 



Thr Thr Trp Asp Leu lie Ser Leu 
325 

Gly Leu Val Glu Leu Asp Asp Lys 
340 

Asn Phe Arg Asp Tyr lie Ala Glu 
355 360 

Gly Asn Ser Ser Leu Asn Pro Asp 
370 375 

Val Arg Gly Val Leu Arg His Gin 
385 390 

Gin Ser Ser Ser Leu Gin Ala Thr 
405 

Leu Ala Cys Leu Trp Leu Leu Arg 
420 



His Ser Asn Lys Val Glu Asn His 
330 335 

Pro Thr Val Val Tyr Thr He Ser 
345 350 

Thr Leu Gin Gin Asn Phe Leu Leu 
365 

Pro Asp Ser Leu Gin Leu He Asn 
380 

Thr Glu Asp Leu Val Trp Asn Thr 
395 400 

Pro Ser Ser He Leu Cys Phe Xaa 
410 415 

Lys Gly Leu Leu Asp Leu Thr Trp 
425 430 



<210> 20 

<211> 861 

<212> DNA 

<213> Homo sapiens 

<220> 

<22 3> Human IPM 200 cDNA sequence, isoform F 
<400> 20 

tggaagtttc aaggatttgg acactcaatt aaggattctg tcctctcctc attcctttgg 60 
ttttggccca aatgattatg tttcctcttt ttgggaagat ttctctgggt attttgatat 12 0 
ttgtcctgat agaaggagac tttccatcat taacagcaca aacctactta tctatagagg 180 
agatccaagc actgtgagga atttgtgtct gagcccgtga tcataggcat cactattgcc 240 
tccgtggttg gacttcttgt catcttttct gctatcatct acttcttcat caggactctt 300 
caagcacacc atgacaggag tgaaagagag agtcccttca gtggctccag caggcagcct 360 
gacagcctct catctattga gaatgctgtg aagtacaacc ccgtgtatga aagtcacagg 42 0 
gctggatgtg agaagtatga gggaccctat cctcagcatc ccttctacag ctctgctagc 480 
ggagacgtga ttggtgggct gagcagagaa gaaatcagac agatgtatga gagcagtgag 540 
ctttccagag aggaaattca agagagaatg agagttttgg aactgtatgc caatgatcct 600 
gagtttgcag cttttgtgag agagcaacaa gtggaagagg tttaaccaaa actcctgttc 660 
tgaaactgat tagaagcctg gagaagatgg agattacttg ttacttatgt catataatta 720 
acctggattt taaacactgt tggaagaaga gttttctatg aaaaaattaa atatagggca 780 
cactgttttt ttttcagctt aagttttcag aatgtagtaa gagatgttac catttttatt 840 
tctataaaga ctgaatgctg t 861 



<210> 21 
<211> 41 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> Human IPM 200 amino acid sequence, isoform F 



<400> 21 



Met He Met Phe Pro Leu Phe Gly Lys He Ser Leu Gly He Leu He 

15 10 15 

Phe Val Leu He Glu Gly Asp Phe Pro Ser Leu Thr Ala Gin Thr Tyr 

20 25 30 

Leu Ser He Glu Glu He Gin Ala Leu 
35 40 



<210> 22 

<211> 3011 

<212> DNA 

<213> Homo sapiens 

<220> 

<22 3> Human IPM 2 00, regulatory region 
<220> 

<221> misc_feature 

<222> (1) . . (3011) 

<223> n ia a, c, g, or t. 

<400> 22 

gaacacttgt aatacaaaac aattcctatt tacaaagttt actggtaata caaatacagt 60 
agtttacaga gaactttcat gtctcttaat tcttaacaac gaccctgtga tacaggtaga 120 
gattatcaca tgtaatttct ttggtgagta aaccggctca aagagcttag gttatttacc 180 
aaaatcaaat attaagtgat aaaaccaaga tttgagtcca gggtttctca atcttaaata 240 
caggaatctt tctagattac tatgattctc agaagttttt tttagctttt tggtcaaggc 300 
tgtcaaaaag aataattgcc aacttaatat ttgttaccta agagttgtcc cttgttctga 360 
attgtcaata tgaagctttt cttaagatta aactttgact cagctaataa aattttcggc 420 
ttttttctcc tactcataca ataaatttgg caagtaagtt tcttataagc ttaccagtat 480 
tttgcaaata caactatgca aatatattta atggtcattt aggtttatta gcttttataa 540 
aggctgaaaa tgtggtttat ttgaggctgt attgaaaaaa tatacttgag cttttcctaa 600 
agcataaaat aacattgagg gtgatttagc taacacaatt agtcaaggat tctcaagagg 660 
aatgtggttt agatctttac aatacacttt ttttcagaga attttgccag agataacatg 720 
aaataaaata taatttcatt gctatttgat agtaaatcca agcttccaca gggattctga 780 
tgaattgctt tctactaggt ttacttgatt taaaaaactg ttctaatata gagaatttca 840 
tctgcaggga aaatgttttc ttggttaaga gttcctcatg tagataaaca cactgggcct 900 
cacatttaat ggcaaattaa gcaacaaagt tatcgcacag ctatcattta tattaagtgc 960 
ttaatatgtt ccgggcacta ctctaagcaa agtgaagatt gaattagtta attagttaat 1020 
ttaatcctca cattagctct accatgagtt tactatttct attccatttt atacgtaagg 1080 
aaggagacaa agtaagtgat ttttctatca aggaaggaaa tttgcaagag aatagtttca 1140 
ttacaaaaac taaatttgta cgtagctctg tattattgaa ataggtagat atagtcagtc 1200 
tggacttttt atgcttatac atcttagtcc ctaggaaaac ccagaactaa cagattcaga 1260 
aaagttggaa aaatcagtga attatatgtg aaacacatta ttcttagtgg actgcttgtt 1320 
aaaggcaagg agagtgttag taaagagctt aggtagatta gaataaagaa attgtctctc 13 80 
tccatctgct ctaattagct tatctcacca gcttttatag catgctggtt atttcagaaa 1440 
agaagtgaga gctactttga aaggacaacc atttttcttt ccgctaattt ataatggttt 1500 
tgaagtggtt gttcattctc aaacatagac ttttaaatgt taggtctttc ctataactct 1560 
ttgttattgg aagtttcaag gatttggaca ctcaattaag gattctgtcc tctcctcatt 1620 
cctttggttt tggcccaaat gattatgttt cctctttttg ggaagatttc tctgggtatt 1680 
ttgatatttg tcctgataga aggagacttt ccatcattaa caggtattta aaaatctaca 1740 
tttgtttgta tctttccata tctgtagtat atgttcttca aaaataggat tatttgatgt 1800 
gattgctgta agaaatggaa tcaaatactt tattaatctt tgatatggct tcatttaaac 1860 
cgttttaaaa tatctcccaa taattttggt tttccctcat tagtaatttc tggtttaaac 1920 
cttactttta tttattttgt tgaaattgga tgtgtattta cttgattttg ataacaatct 1980 
tgaatgaaag gagtgggagt taaatggaaa aagatggact gcctcactcc tcttttcctt 2 04 0 
agatatgcat gcctgcctat gatttgggca ctggcttctc tatcttaatg tagcccaagt 2100 
gtcagttttt ctttagttgt taccttttgt actgtatctt cattatcgaa gacttgacta 2160 
tactttcact ctgtagcaca aacctactta tctatagagg agatccaaga acccaagagt 2220 



gcagtttctt ttctcctgcc tgaagaatca 
cagcctctgg accgcagaga aactgaaaga 
ctgtttccta atggagtgaa aatctgccca 
catgtgaagt attttaaagt ccgaggtaag 
aaattcaaac atagtttaat catttgttag 
ttagacagga ctgagccaaa actacctttc 
ttcagagaac agtttacatt aagagaggag 
aggcaataat atcatttaat aatgacatgc 
atttgagttt gtagcttttg gtgcgttatg 
caataagatg tctttcatta atttcaacaa 
tttaagcact tcaaaaatac cagtttatgt 
cttcattaca gtaaatgcct aagtwtaccc 
ctgcttgcct atttaattaa tagttattat 
agtttagata t 



acagaccttt ctctagctac caaaaagaaa 22 80 
cagtggttaa tcagaaggcg gagatctatt 2340 
gatgaaagtg ttgcagaggc tgtggcaaat 24 00 
cgaacatcca aatccttcag ctccataatg 2460 
gtaacattgt aaatcaaaat ttatgataat 2520 
tactgttaag aatatagtgt taatggtaac 2580 
gtttgttttt tttccagtgc cctccagtta 2640 
actttgaacc aaaggaagaa cgctttcatg 2700 
taagaaactt ttttcacatg agggcagtca 2760 
catattcaga gaggaaatgt cttaaatctt 2820 
tttgggctac attaatttta atttttactt 2880 
acaaaatagc tttaccaaag ntatactcac 2940 
atatacaaat ataatgtttc tatattttat 3000 

3011 



<210> 23 
<211> 4204 
<212> DNA 
<213> Mus sp. 

<220> 

<223> Mouse IPM 200 cDNA sequence (partial) 
<220> 

<221> misc_f eature 

<222> (1) . . (4204) 

<223> n is a, c, g, or t. 

<400> 23 

ccgtggcaaa ccatgtgaag tattttaaag cccgagtgtg ccaggaagcc atctgggaag 60 
ccttcaggac gttttgggat cgacttcctg ggcgtgatga atatcgtcac tggatgaatt 12 0 
tatgtgagga tggagtcaca agtgtatttg aaatgggcgc ccattttagt cagtctgtgg 180 
aacatagaaa cctaatcatg aagaaactgg cttacacaag ggaagctgag agcagctcct 240 
gcaaggatca gtcctgtggg cctgagttgt cctttccagt tcctattggt gagacctcaa 300 
cactgacagg tgctgtctcc agtgcttcct atccagggtt ggcttcggag agcagcgcag 360 
cgtcaccgca ggagagtatc agcaatgaaa ttgagaatgt gacagaggag cccacacaac 42 0 
cagctgctga acagattgcg gaattcagca tccaacttct ggggaagcga tacagtgaag 480 
aactgcggga tccctccagc gccctctacc ggctcctcgt ggaagagttt atttcagagg 540 
ttgaaaaagc attcacaggg ttacctggct acaagggcat ccgtgttctg gaattcaggg 600 
ccccggagga aaatgacagt gggatagatg ttcactatgc agttaccttc aatggcgaag 660 
ccatcagcaa taccacctgg gacctcataa gccttcactc caacaaggta gaaaaccatg 72 0 
gccttgtaga gatggatgat aaacccactg ctgtctatac aattagtaac ttcagagatt 78 0 
atatcgctga gacgctgcac cagaactttt tgatgggaaa ttcctctttg aatccagatc 840 
ccaagcctct ccagctcatc aatgtgagag gagttttgct cccccaaaca gaagacatag 900 
tttggaacac ccaaagttca agtcttcagg tgacaacatc ctctattttn gtgcttcagc 960 
ctgacctgcc tgtggctcct gagggaagga cttctggatc gttcatatta gaagatgggt 102 0 
tagccagcac tgaagaatta gaagatactt ctattgatgg attgccttca agcccattaa 1080 
ttcaacctgt gccaaaagaa acagtaccac ctatggaaga ctctgacacg gctctcttgt 1140 
ccacaccaca tctgacctct tctgctatag aagaccttac taaagacata gggacacctt 1200 
ctggcttgga gtccttggct tcaaacatct cagaccagtt ggaagtgatc ccatggtttc 1260 
cagacacctc tgtggaaaaa gacttcattt ttgaaagtgg cttgggttct gggtctggga 132 0 
aagatgtaga tgtgattgat tggccatgga gtgagacttc attagagaag accactaaac 1380 
cactgtcaaa gtcatggtct gaagaacagg atgcactatt accaactgag ggtagagaaa 1440 
aattacatat agatggcaga gtagattcca cagaacaaat tattgaatca tcagaacata 1500 
gatatggaga taggcccata cattttatag aggaagantc ccatgttaga tctactatac 1560 
ccatctttgt agagtccgca actccaccta catctccaat cttttcaaaa cacacttcag 1620 
atgtaccaga cattgattct tactcactta ccaaaccacc cttcttaccg gtaactatag 1680 
caatccctgc ttccactaag aaaacagatg aggtactcaa ggaagatatg gtacatacag 1740 
aatcatccag tcacaaagaa cttgacagtg aggttccagt gtcaaggcca gatatgcagc 1800 
ctgtgtggac catgttgcca gaatcagata cagtttggac aagaacttct tccttaggga 1860 



aattgtccag agacacattg gcaagtacac 
cttccatgac acagtccact gaattgcctt 
aagtaataat ggcggtccag gatatttcat 
atcagtccga gctaactgaa gaacaacatg 
ccagtgttca ctacacagag atgcctattg 
gtcacaccca gactgcagga gcattggtgg 
tgttttcaga agacttgttt aacaaaaact 
tcttagaact gctggctccc tatctccagt 
tcctgagttt cagaaacggc agcattgtgg 
cccctcctaa tgtcaacaag gccatgtata 
accaaaccat gaacttggat atcgataagt 
ccaacccttg caagtttcag gcctgtaatg 
gtggagaagc aaagtgcaaa tgctaccctg 
aaagtctctg tgatctacag cctgacttct 
ctgggcatgg agccatttgt agatgccggg 
actgtgagga gtttgtgtct gagccctttg 
gctttctcct tgttgcttct gctgtcgtct 
atgtcaggag agaaaggcag aggcccacca 
ctgttgagaa tgctatgaag tataaccctg 
tgtatgagaa atcctatagc caacatccct 
gtggtctgag cagagaagaa atcagacaga 
aaattcaaga gagaatgagg attttggaac 
ttgtgagaga gcatcaaatg gaggagcttt 
agaagcttgg agaagatgga gaaggcttgt 
gagtttgtat tgaagaataa ataaggaaac 
gcttaatttt ttggaatgga gcaaaaaaaa 
agagatgtgt caaaagaaaa ttaaagtggt 
agcaaacaaa taaaacagaa ccaaaccaaa 
gcagtgcctc tgactctgac tttttgagag 
agtaagaaca taaagtgaga ctaatgagta 
ctcgttaaag tcgaatgaga tagaggaagc 
aaacactcat ctaaataaaa attaggcttt 
aggtgcagta tatcttgttt atgtttgatg 
agcccataga tcaagactac aatgctctta 
ggtcctcaat taggcaccct taagaggaag 
gtttgtggac ataccagtgg gcctttttct 
tcactatggg tggtactatc cttaggcagg 
taaagccagc tacaagaagc cagccaataa 
tcctgtcttg gcttctctct atggtagact 
ggaa 



cagagagcac tgacagactc tggttgaaag 192 0 
caaccaccca ctccacccag ctagaggagg 1980 
tagaactaga tcaggtaggc acagattatt 2 04 0 
gcaaggctga cagctatgtg gaaatgtcta 2100 
tggctctgcc cacaaaagga ggtgttctga 2160 
ttttcttcag cctccgcgtg acaaacatgt 2220 
ctttggaata taaagccctg gaacaaagat 2280 
caaatctgtc agggttccag aacctagaaa 2340 
tgaacagccg agtgaggttc gccgagtctg 24 00 
ggattctgga agacttttgt accactgcct 2460 
actccctgga cgtggaatca ggtgatgagg 2520 
aattttctga gtgtttggta aatccatgga 2580 
ggtacctgag tgtggatgaa ctgccttgtc 2 64 0 
gcttgaacga tggaaagtgt gacattatgc 2700 
ttggttcaaa ctggtggtat cgaggccaac 2760 
tcataggcat cactatagcc tctgtggtta 2820 
tcttccttgt gaagatgctt caagctcaga 2 880 
gctccagcag gcaccctgac agtctgtcat 2940 
catatgagag ccacttggct ggatgtgaac 3 0 00 
tctatagctc tgctagtgaa gaggtgattg 3 060 
tgtatgaaag tagcgacctt tccaaagagg 312 0 
tctatgctaa tgatcctgag tttgcagctt 3180 
aacttaaatg cctgattctt gacaccaatc 3240 
tctctctgct gtttaactaa tccagaagaa 3300 
atgggacgca cttctcattc caacactgca 3360 
aataagtgat gtattttatt tcttacatta 3420 
gtgaactctg attttgtaac atattctaaa 34 80 
agcttaaagc cagaccttgg agttggggct 3 54 0 
catctctaag aactatggcc caggctttct 3600 
aagcttagaa tgcgactgtt ttgtgacata 3660 
tttgaagtaa ttttaatata gtttaaactc 3720 
tggaacagat tgctgagtca ggcaatcttt 3780 
cttgcttcct atctgttctt gagcttcttg 3840 
aattagttat gtcaatattt gccacagttt 3 900 
caaattgagg aattncnntt catcagcttg 3 960 
tgattattaa ttgatgtaga aaggcccagc 4 02 0 
ggtttgggga gttaagttgc aaaagaaagg 4080 
gcactttcct ttgtggtttc ttcttcaaac 4140 
ataacctata agccaaataa actctttctt 4200 

4204 



<210> 24 
<211> 1069 
<212> PRT 
<213> Mus sp. 

<220> 

<223> Mouse IPM 200 amino acid sequence (partial) 
<220> 

<221> UNSURE 

<222> (1) . . (1069) 

<223> Xaa is any amino acid. 

<400? 24 

Val Ala Asn His Val Lys Tyr Phe Lys Ala Arg Val Cys Gin Glu Ala 
15 10 15 



lie Trp Glu Ala Phe Arg Thr Phe Trp Asp Arg Leu Pro Gly Arg Asp 
20 25 30 



Glu Tyr Arg His Trp Met Asn Leu Cys Glu Asp Gly Val Thr Ser Val 
35 40 45 

Phe Glu Met Gly Ala His Phe Ser Gin Ser Val Glu His Arg Asn Leu 
50 55 60 

lie Met Lys Lys Leu Ala Tyr Thr Arg Glu Ala Glu Ser Ser Ser Cys 
65 70 75 80 

Lys Asp Gin Ser Cys Gly Pro Glu Leu Ser Phe Pro Val Pro lie Gly 
85 90 95 

Glu Thr Ser Thr Leu Thr Gly Ala Val Ser Ser Ala Ser Tyr Pro Gly 
100 105 110 

Leu Ala Ser Glu Ser Ser Ala Ala Ser Pro Gin Glu Ser lie Ser Asn 
115 120 125 

Glu lie Glu Asn Val Thr Glu Glu Pro Thr Gin Pro Ala Ala Glu Gin 
130 135 140 

lie Ala Glu Phe Ser lie Gin Leu Leu Gly Lys Arg Tyr Ser Glu Glu 
145 150 155 160 

Leu Arg Asp Pro Ser Ser Ala Leu Tyr Arg Leu Leu Val Glu Glu Phe 
165 170 175 

lie Ser Glu Val Glu Lys Ala Phe Thr Gly Leu Pro Gly Tyr Lys Gly 
180 185 190 

lie Arg Val Leu Glu Phe Arg Ala Pro Glu Glu Asn Asp Ser Gly lie 
195 200 205 

Asp Val His Tyr Ala Val Thr Phe Asn Gly Glu Ala lie Ser Asn Thr 
210 215 220 

Thr Trp Asp Leu He Ser Leu His Ser Asn Lys Val Glu Asn His Gly 
225 230 235 240 

Leu Val Glu Met Asp Asp Lys Pro Thr Ala Val Tyr Thr He Ser Asn 
245 250 255 

Phe Arg Asp Tyr He Ala Glu Thr Leu His Gin Asn Phe Leu Met Gly 
260 265 270 

Asn Ser Ser Leu Asn Pro Asp Pro Lys Pro Leu Gin Leu He Asn Val 
275 280 285 

Arg Gly Val Leu Leu Pro Gin Thr Glu Asp He Val Trp Asn Thr Gin 
290 295 300 

Ser Ser Ser Leu Gin Val Thr Thr Ser Ser He Xaa Val Leu Gin Pro 
305 310 315 320 

Asp Leu Pro Val Ala Pro Glu Gly Arg Thr Ser Gly Ser Phe He Leu 
325 330 335 



Glu Asp Gly Leu Ala Ser Thr Glu Glu Leu Glu Asp Thr Ser He Asp 
340 345 350 



Gly Leu Pro Ser Ser Pro Leu lie Gin Pro Val Pro Lys Glu Thr Val 
355 360 365 

Pro Pro Met Glu Asp Ser Asp Thr Ala Leu Leu Ser Thr Pro His Leu 
370 375 380 

Thr Ser Ser Ala lie Glu Asp Leu Thr Lys Asp lie Gly Thr Pro Ser 
385 390 395 400 

Gly Leu Glu Ser Leu Ala Ser Asn lie Ser Asp Gin Leu Glu Val lie 
405 410 415 

Pro Trp Phe Pro Asp Thr Ser Val Glu Lys Asp Phe lie Phe Glu Ser 
420 425 430 

Gly Leu Gly Ser Gly Ser Gly Lys Asp Val Asp Val lie Asp Trp Pro 
435 440 445 

Trp Ser Glu Thr Ser Leu Glu Lys Thr Thr Lys Pro Leu Ser Lys Ser 
450 455 460 

Trp Ser Glu Glu Gin Asp Ala Leu Leu Pro Thr Glu Gly Arg Glu Lys 
465 470 475 480 

Leu His lie Asp Gly Arg Val Asp Ser Thr Glu Gin lie lie Glu Ser 
485 490 495 

Ser Glu His Arg Tyr Gly Asp Arg Pro lie His Phe lie Glu Glu Xaa 
500 505 510 

Ser His Val Arg Ser Thr lie Pro lie Phe Val Glu Ser Ala Thr Pro 
515 520 525 

Pro Thr Ser Pro lie Phe Ser Lys His Thr Ser Asp Val Pro Asp lie 
530 535 540 

Asp Ser Tyr Ser Leu Thr Lys Pro Pro Phe Leu Pro Val Thr He Ala 
545 550 555 560 

He Pro Ala Ser Thr Lys Lys Thr Asp Glu Val Leu Lys Glu Asp Met 
565 570 575 

Val His Thr Glu Ser Ser Ser His Lys Glu Leu Asp Ser Glu Val Pro 
580 585 590 

Val Ser Arg Pro Asp Met Gin Pro Val Trp Thr Met Leu Pro Glu Ser 
595 600 605 

Asp Thr Val Trp Thr Arg Thr Ser Ser Leu Gly Lys Leu Ser Arg Asp 
610 615 620 

Thr Leu Ala Ser Thr Pro Glu Ser Thr Asp Arg Leu Trp Leu Lys Ala 
625 630 635 640 

Ser Met Thr Gin Ser Thr Glu Leu Pro Ser Thr Thr His Ser Thr Gin 
645 650 655 



Leu Glu Glu Glu Val He Met Ala Val Gin Asp lie Ser Leu Glu Leu 
660 665 670 



Asp Gin Val Gly Thr 
675 

His Gly Lys Ala Asp 
690 

Thr Glu Met Pro lie 
705 

His Thr Gin Thr Ala 
725 

Thr Asn Met Leu Phe 
740 

Tyr Lys Ala Leu Glu 
755 

Gin Ser Asn Leu Ser 
770 

Asn Gly Ser lie Val 
785 

Pro Pro Asn Val Asn 
805 



Asp Tyr Tyr Gin Ser Glu 
680 

Ser Tyr Val Glu Met Ser 
695 

Val Ala Leu Pro Thr Lys 

710 715 

Gly Ala Leu Val Val Phe 
730 

Ser Glu Asp Leu Phe Asn 

745 

Gin Arg Phe Leu Glu Leu 
760 

Gly Phe Gin Asn Leu Glu 
775 

Val Asn Ser Arg Val Arg 
790 795 

Lys Ala Met Tyr Arg lie 
810 



Leu Thr Glu Glu Gin 
685 

Thr Ser Val His Tyr 
700 

Gly Gly Val Leu Ser 
720 

Phe Ser Leu Arg Val 
735 

Lys Asn Ser Leu Glii 
750 

Leu Ala Pro Tyr Leu 
765 

lie Leu Ser Phe Arg 
780 

Phe Ala Glu Ser Ala 
800 

Leu Glu Asp Phe Cys 
815 



Thr Thr Ala Tyr Gin Thr Met Asn 
820 

Asp Val Glu Ser Gly Asp Glu Ala 
835 840 

Asn Glu Phe Ser Glu Cys Leu Val 
850 855 

Cys Lys Cys Tyr Pro Gly Tyr Leu 
865 870 



Leu Asp lie Asp Lys Tyr Ser Leu 
825 83 0 

Asn Pro Cys Lys Phe Gin Ala Cys 
845 

Asn Pro Trp Ser Gly Glu Ala Lys 
860 

Ser Val Asp Glu Leu Pro Cys Gin 
875 880 



Ser Leu Cys Asp Leu Gin Pro Asp Phe Cys Leu Asn Asp Gly Lys Cys 

885 890 895 

Asp lie Met Pro Gly His Gly Ala lie Cys Arg Cys Arg Val Gly Ser 

900 905 910 



Asn Trp Trp Tyr Arg Gly Gin His Cys Glu Glu Phe Val Ser Glu Pro 
915 920 925 

Phe Val lie Gly He Thr He Ala Ser Val Val Ser Phe Leu Leu Val 
930 935 940 

Ala Ser Ala Val Val Phe Phe Leu Val Lys Met Leu Gin Ala Gin Asn 
945 950 955 960 

Val Arg Arg Glu Arg Gin Arg Pro Thr Ser Ser Ser Arg His Pro Asp 
965 970 975 



Ser Leu Ser Ser Val Glu Asn Ala Met Lys Tyr Asn Pro Ala Tyr Glu 
980 985 990 



Ser His Leu Ala Gly Cys Glu Leu 
995 1000 

Pro Phe Tyr Ser Ser Ala Ser Glu 
1010 1015 

Glu Glu lie Arg Gin Met Tyr Glu 
1025 1030 

He Gin Glu Arg Met Arg He Leu 
1045 



Tyr Glu Lys Ser Tyr Ser Gin His 
1005 

Glu Val He Gly Gly Leu Ser Arg 
1020 

Ser Ser Asp Leu Ser Lys Glu Glu 
1035 1040 

Glu Leu Tyr Ala Asn Asp Pro Glu 
1050 1055 



Phe Ala Ala Phe Val Arg Glu His Gin Met Glu Glu Leu 
1050 1065 



<210> 25 
<211> 546 
<212> DNA 

<213> Macaca fascicularis 
<220> 

<22 3> Monkey IPM 2 00 cDNA sequence (partial) 
<400> 25 

gaattcggct tggacaacca tttttctttc cgctaattta taatggtttt gaagtggttg 60 
ttcattctca aacatagact tttaaatgtt aggtctttcc tataacttgt tgttattgga 12 0 
agtttcaagg atttggacgc tcagttaagg attttgtcct ctcctcattc ctttggtttt 180 
ggcccaaatg attatgtttc ctctttttgg gaagatttct ctgggtattt tgatatttgt 24 0 
cctgatagga gactttccat cgttaacagc acaaacctac ttatctttag aggagatcca 300 
agaacccaag agtgcagttt cttttctcct gcctgaagaa tcaacagacc tttctctagc 360 
taccaaaaag aaacagcctc tggacctcag agaaactgaa agacagtggt tactcagaag 42 0 
gcggagatct attctgtttc ctaatggagt aaaaatctgc ccagatgaaa gtgttacaga 480 
ggctgtggca aatcatgtga agtattttaa agtccgagtg tgtcaggaag ctgtctggga 540 
aaagcc 54 6 



<210> 26 
<211> 119 
<212> PRT 

<213> Macaca fascicularis 

<220> 

<2 23> Monkey IPM 2 00 amino acid sequence (partial) 
<400> 26 

Met He Met Phe Pro Leu Phe Gly Lys He Ser Leu Gly lie Leu He 
15 10 15 

Phe Val Leu He Gly Asp Phe Pro Ser Leu Thr Ala Gin Thr Tyr Leu 
20 25 30 

Ser Leu Glu Glu He Gin Glu Pro Lys Ser Ala Val Ser Phe Leu Leu 
35 40 45 

Pro Glu Glu Ser Thr Asp Leu Ser Leu Ala Thr Lys Lys Lys Gin Pro 
50 55 60 



Leu Asp Leu Arg Glu Thr Glu Arg Gin Trp Leu Leu Arg Arg Arg Arg 
65 70 75 80 



Ser He Leu Phe Pro Asn Gly Val Lys He Cys Pro Asp Glu Ser Val 
85 90 95 



Thr Glu Ala Val Ala Asn His Val Lys Tyr Phe Lys Val Arg Val Cys 
100 105 110 



Gin Glu Ala Val Trp Glu Lys 
115 



<210> 27 

<211> 3261 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> Human IPM 150 isoform A variant cDNA sequence 

<220> 
<221> CDS 

<222> (128) . . (2440) 
<400> 27 

taaaccaaga aggttatcct caatcatctg gtatcaatat ataattattt ttcctttntg 60 

ttacttttta atgagatttg aggttgttct gtgattgtta tcagaattac catgcacaaa 120 

agccaga atg tat ttg gaa act aga aga get att ttt gtt ttt tgg att 169 
Met Tyr Leu Glu Thr Arg Arg Ala He Phe Val Phe Trp He 
1 J 5 10 

ttt etc caa gtt caa gga act aaa gat ate tec att aac ata tac cat 217 
Phe Leu Gin Val Gin Gly Thr Lys Asp He Ser He Asn He Tyr His 
15 20 25 30 

tct gaa act aaa gac ata gac aat ccc cca aga aat gaa aca act gaa 265 
Ser Glu Thr Lys Asp He Asp Asn Pro Pro Arg Asn Glu Thr Thr Glu 
35 40 45 

agt act gaa aaa atg tac aaa atg tea act atg aga cga ata ttc gat, 313 
Ser Thr Glu Lys Met Tyr Lys Met Ser Thr Met Arg Arg He Phe Asp 
50 55 60 

ttg gca aag cat cga aca aaa aga tec gca ttt ttc cca acg ggg gtt 361 
Leu Ala Lys His Arg Thr Lys Arg Ser Ala Phe Phe Pro Thr Gly Val 
65 70 75 

aaa gtc tgt cca cag gaa tec atg aaa cag att tta gac agt ctt caa 409 
Lys Val Cys Pro Gin Glu Ser Met Lys Gin He Leu Asp Ser Leu Gin 
80 85 90 

get tat tat aga ttg aga gtg tgt cag gaa gca gta tgg gaa gca tat 4 57 
Ala Tyr Tyr Arg Leu Arg Val Cys Gin Glu Ala Val Trp Glu Ala Tyr 
95 100 105 110 



egg ate ttt ctg gat cgc ate cct gac aca ggg gaa tat cag gac tgg 
Arg He Phe Leu Asp Arg lie Pro Asp Thr Gly Glu Tyr Gin Asp Trp 
115 120 125 



505 



gtc age ate tgc cag cag gag acc ttc tgc etc ttt gac att gga aaa 553 
Val Ser lie Cys Gin Gin Glu Thr Phe Cys Leu Phe Asp He Gly Lys 
130 135 140 

aac ttc age aat tec cag gag cac ctg gat ctt etc cag cag aga ata 601 
Asn Phe Ser Asn Ser Gin Glu His Leu Asp Leu Leu Gin Gin Arg He 
145 150 155 

aaa cag aga agt ttc cct gac aga aaa gat gaa ata tct gca gag aag 64 9 
Lys Gin Arg Ser Phe Pro Asp Arg Lys Asp Glu He Ser Ala Glu Lys 
160 165 170 

aca ttg gga gag cct ggt gaa acc att gtc att tea aca gat gtt gee 697 
Thr Leu Gly Glu Pro Gly Glu Thr He Val He Ser Thr Asp Val Ala 
175 180 185 190 

aac gtc tea ctt ggg cct ttc cct etc act cct gat gac acc etc etc 745 
Asn Val Ser Leu Gly Pro Phe Pro Leu Thr Pro Asp Asp Thr Leu Leu 
195 200 205 

aat gaa att etc gat aat aca etc aac gac acc aag atg cct aca aca 793 
Asn Glu He Leu Asp Asn Thr Leu Asn Asp Thr Lys Met Pro Thr Thr 
210 215 220 

gaa aga gaa aca gaa ttc get gtg ttg gag gag cag agg gtg gag etc 841 
Glu Arg Glu Thr Glu Phe Ala Val Leu Glu Glu Gin Arg Val Glu Leu 
225 230 235 

age gtc tct ctg gta aac cag aag ttc aag gca gag etc get gac tec 889 
Ser Val Ser Leu Val Asn Gin Lys Phe Lys Ala Glu Leu Ala Asp Ser 
240 245 250 

cag tec cca tat tac cag gag eta gca gga aag tec caa ctt cag atg 93 7 
Gin Ser Pro Tyr Tyr Gin Glu Leu Ala Gly Lys Ser Gin Leu Gin Met 
255 260 265 270 

caa aag ata ttt aag aaa ctt cca gga ttc aaa aaa ate cat gtg tta 985 
Gin Lys He Phe Lys Lys Leu Pro Gly Phe Lys Lys He His Val Leu 
275 280 285 

gga ttt aga cca aag aaa gaa aaa gat ggc tea age tec aca gag atg 1033 
Gly Phe Arg Pro Lys Lys Glu Lys Asp Gly Ser Ser Ser Thr Glu Met 
290 295 300 

caa ctt acg gee ate ttt aag aga cac agt gca gaa gca aaa age cct 1081 
Gin Leu Thr Ala He Phe Lys Arg His Ser Ala Glu Ala Lys Ser Pro 
305 310 315 

gca agt gac etc ctg tct ttt gat tec aac aaa att gaa agt gag gaa 112 9 
Ala Ser Asp Leu Leu Ser Phe Asp Ser Asn Lys He Glu Ser Glu Glu 
320 325 330 

gtc tat cat gga acc atg gag gag gac aag caa cca gaa ate tat etc 1177 
Val Tyr His Gly Thr Met Glu Glu Asp Lys Gin Pro Glu He Tyr Leu 
335 340 345 350 

aca get aca gac etc aaa agg ctg ate age aaa gca eta gag gaa gaa 1225 
Thr Ala Thr Asp Leu Lys Arg Leu He Ser Lys Ala Leu Glu Glu Glu 
355 360 365 



caa tct ttg gat gtg ggg aca att cag ttc act gat gaa att get gga 1273 
Gin Ser Leu Asp Val Gly Thr lie Gin Phe Thr Asp Glu He Ala Gly 
370 375 380 

tea ctg cca gec ttt ggt cct gac acc caa tea gag ctg ccc aca tct 1321 
Ser Leu Pro Ala Phe Gly Pro Asp Thr Gin Ser Glu Leu Pro Thr Ser 
385 ' 390 395 

ttt get gtt ata aca gag gat get act ttg agt cca gaa ctt cct cct 1369 
Phe Ala Val He Thr Glu Asp Ala Thr Leu Ser Pro Glu Leu Pro Pro 
400 405 410 

gtt gaa ccc cag ctt gag aca gtg gac gga gca gag cat ggt eta cct 1417 
Val Glu Pro Gin Leu Glu Thr Val Asp Gly Ala Glu His Gly Leu Pro 
415 420 425 430 

gac act tct tgg tct cca cct get atg gee tct acc tec ctg tea gaa 1465 
Asp Thr Ser Trp Ser Pro Pro Ala Met Ala Ser Thr Ser Leu Ser Glu 
435 440 445 

get cca cct ttc ttt atg gca tea age ate ttc tct ctg act gat caa 1513 
Ala Pro Pro Phe Phe Met Ala Ser Ser He Phe Ser Leu Thr Asp Gin 
450 455 460 

ggc acc aca gat aca atg gee act gac cag aca atg eta gta cca ggg 1561 
Gly Thr Thr Asp Thr Met Ala Thr Asp Gin Thr Met Leu Val Pro Gly 
465 470 475 

etc acc ate ccc acc agt gat tat tct gca ate age caa ctg get ctg 1609 
Leu Thr He Pro Thr Ser Asp Tyr Ser Ala He Ser Gin Leu Ala Leu 
480 485 490 

gga att tea cat cca cct gca tct tea gat gac age cga tea agt gca 1657 
Gly He Ser His Pro Pro Ala Ser Ser Asp Asp Ser Arg Ser Ser Ala 
495 500 505 510 

ggt ggc gaa gat atg gtc aga cac eta gat gaa atg gat ctg tct gac 1705 
Gly Gly Glu Asp Met Val Arg His Leu Asp Glu Met Asp Leu Ser Asp 
515 520 525 

act cct gee cca tct gag gta cca gag etc age gaa tat gtt tct gtc 1753 
Thr Pro Ala Pro Ser Glu Val Pro Glu Leu Ser Glu Tyr Val Ser Val 
530 535 540 

cca gat cat ttc ttg gag gat acc act cct gtc tea get tta cag tat 1801 
Pro Asp His Phe Leu Glu Asp Thr Thr Pro Val Ser Ala Leu Gin Tyr 
545 550 555 

ate acc act agt tct atg acc att gee ccc aag ggc cga gag ctg gta 1849 
He Thr Thr Ser Ser Met Thr He Ala Pro Lys Gly Arg Glu Leu Val 
560 565 570 

gtg ttc ttc agt ctg cgt gtt get aac atg gee ttc tec aac gac ctg 1897 
Val Phe Phe Ser Leu Arg Val Ala Asn Met Ala Phe Ser Asn Asp Leu 
575 580 585 590 

ttc aac aag age tct ctg gag tac cga get ctg gag caa caa ttc aca 1945 
Phe Asn Lys Ser Ser Leu Glu Tyr Arg Ala Leu Glu Gin Gin Phe Thr 
595 600 605 



cag ctg ctg gtt cca tat eta cga tec aat ctt aca gga ttt aag caa 1993 
Gin Leu Leu Val Pro Tyr Leu Arg Ser Asn Leu Thr Gly Phe Lys Gin 
610 615 620 

ctt gaa ata ctt aac ttc aga aac ggg agt gtg att gtg aat age aaa 2041 
Leu Glu lie Leu Asn Phe Arg Asn Gly Ser Val lie Val Asn Ser Lys 
625 630 635 

atg aag ttt get aag tct gtg ccg tat aac etc acc aag get gtg cac 2089 
Met Lys Phe Ala Lys Ser Val Pro Tyr Asn Leu Thr Lys Ala Val His 
640 645 650 

ggg gtc ttg gag gat ttt cgt tct get gca gec caa caa etc cat ctg 213 7 
Gly Val Leu Glu Asp Phe Arg Ser Ala Ala Ala Gin Gin Leu His Leu 
655 660 665 670 

gaa ata gac age tac tct etc aac att gaa cca get gat caa gca gat 2185 
Glu lie Asp Ser Tyr Ser Leu Asn lie Glu Pro Ala Asp Gin Ala Asp 
675 680 685 

ccc tgc aag ttc ctg gec tgc ggc gaa ttt gec caa tgt gta aag aac 2233 
Pro Cys Lys Phe Leu Ala Cys Gly Glu Phe Ala Gin Cys Val Lys Asn 
690 695 700 

gaa egg act gag gaa gcg gag tgt cgc tgc aaa cca gga tat gac age 22 81 
Glu Arg Thr Glu Glu Ala Glu Cys Arg Cys Lys Pro Gly Tyr Asp Ser 
705 710 715 

cag ggg age ctg gac ggt ctg gaa cca ggc etc tgt ggc ctg gca caa 232 9 
Gin Gly Ser Leu Asp Gly Leu Glu Pro Gly Leu Cys Gly Leu Ala Gin 
720 725 730 

agg aat gcg agg tec tec agg gaa agg gag etc cat gcg gtt cca gat 2377 
Arg Asn Ala Arg Ser Ser Arg Glu Arg Glu Leu His Ala Val Pro Asp 
735 740 745 750 

cac tct gaa aat caa gca tac aaa act agt gtt aaa agt tec aaa ate 2425 
His Ser Glu Asn Gin Ala Tyr Lys Thr Ser Val Lys Ser Ser Lys lie 
755 760 765 

aac aaa ata aca agg taatcagtaa aagaaattct gaattactga cegtagaata 2480 
Asn Lys He Thr Arg 
770 

tgaagaattt aaccatcaag attgggaagg aaattaaaaa ctgaaaatgt acaattatca 2540 
cttaggctat ctcaagagag atgatttgee ttctcaagga aaatggagac aggcatattc 2600 
atgggtcatc aaaatccaga catacagtca acactgagaa tcagcacaca ccatatttca 2660 
aatatagaag agtcatgtac ttggcaacca gtaaattctg aaaaaaaaga cacttactta 2720 
ttattaaaac cccaaatgca ateagegaaa catattttta ctattcttgg atgatagtca 2780 
aaatgatcat aagccaggtt tgcttccacc ttccctgaaa attttactca cagatcattt 2840 
gcaacaagca tagcttactt attgtttagg gactgaacaa tttattggga agcaaactct 2900 
ttatatgeta gaaagtacat ttaaaagatg actacttacg cagggagatg caggtctctc 2 960 
taaacgcatg aatgtatgta gtgtgtaggc actgtagtga gtgtatatat gctccacact 3020 



acgtctgata aacacaaacc tcagtattca gttattaggc acactagttt tatacgcaac 3080 

tactgcttac atagtagact gttttgttgc caataatctt tgaattgttc tttaaaagaa 3140 

actgaggttc agatacacat accatggaaa aatcttactt ttcttgttac tacacaaagc 3200 

tattttaaag aagatgctat gttgggagaa gggcgaagtt gtactatatg acataatcaa 32 60 

t 3261 



<210> 28 
<211> 771 
<212> PRT 

<213> Homo sapiens 

<22 3> Human IPM 15 0 isoform A variant cDNA sequence 
<400> 28 

Met Tyr Leu Glu Thr Arg Arg Ala lie Phe Val Phe Trp lie Phe Leu 
15 10 15 

Gin Val Gin Gly Thr Lys Asp He Ser He Asn He Tyr His Ser Glu 
20 25 30 

Thr Lys Asp He Asp Asn Pro Pro Arg Asn Glu Thr Thr Glu Ser Thr 
35 40 45 

Glu Lys Met Tyr Lys Met Ser Thr Met Arg Arg He Phe Asp Leu Ala 
50 55 60 

Lys His Arg Thr Lys Arg Ser Ala Phe Phe Pro Thr Gly Val Lys Val 
65 70 75 80 

Cys Pro Gin Glu Ser Met Lys Gin He Leu Asp Ser Leu Gin Ala Tyr 
85 90 95 

Tyr Arg Leu Arg Val Cys Gin Glu Ala Val Trp Glu Ala Tyr Arg He 
100 105 110 

Phe Leu Asp Arg He Pro Asp Thr Gly Glu Tyr Gin Asp Trp Val Ser 
115 120 125 

He Cys Gin Gin Glu Thr Phe Cys Leu Phe Asp He Gly Lys Asn Phe 
130 135 140 

Ser Asn Ser Gin Glu His Leu Asp Leu Leu Gin Gin Arg He Lys Gin 
145 150 155 160 

Arg Ser Phe Pro Asp Arg Lys Asp Glu He Ser Ala Glu Lys Thr Leu 
165 170 175 

Gly Glu Pro Gly Glu Thr lie Val He Ser Thr Asp Val Ala Asn Val 
180 185 190 

Ser Leu Gly Pro Phe Pro Leu Thr Pro Asp Asp Thr Leu Leu Asn Glu 
195 200 205 

He Leu Asp Asn Thr Leu Asn Asp Thr Lys Met Pro Thr Thr Glu Arg 
210 215 220 



Glu Thr Glu Phe Ala Val Leu Glu Glu Gin Arg Val Glu Leu Ser Val 
225 230 235 240 

Ser Leu Val Asn Gin Lys Phe Lys Ala Glu Leu Ala Asp Ser Gin Ser 
245 250 255 

Pro Tyr Tyr Gin Glu Leu Ala Gly Lys Ser Gin Leu Gin Met Gin Lys 
260 265 270 

lie Phe Lys Lys Leu Pro Gly Phe Lys Lys lie His Val Leu Gly Phe 
275 280 285 

Arg Pro Lys Lys Glu Lys Asp Gly Ser Ser Ser Thr Glu Met Gin Leu 
290 295 300 

Thr Ala lie Phe Lys Arg His Ser Ala Glu Ala Lys Ser Pro Ala Ser 
305 310 315 320 

Asp Leu Leu Ser Phe Asp Ser Asn Lys lie Glu Ser Glu Glu Val Tyr 
325 330 335 

His Gly Thr Met Glu Glu Asp Lys Gin Pro Glu lie Tyr Leu Thr Ala 
340 345 350 

Thr Asp Leu Lys Arg Leu lie Ser Lys Ala Leu Glu Glu Glu Gin Ser 
355 360 365 

Leu Asp Val Gly Thr lie Gin Phe Thr Asp Glu lie Ala Gly Ser Leu 
370 375 380 

Pro Ala Phe Gly Pro Asp Thr Gin Ser Glu Leu Pro Thr Ser Phe Ala 
385 390 395 400 

Val He Thr Glu Asp Ala Thr Leu Ser Pro Glu Leu Pro Pro Val Glu 
405 410 415 

Pro Gin Leu Glu Thr Val Asp Gly Ala Glu His Gly Leu Pro Asp Thr 
420 425 430 

Ser Trp Ser Pro Pro Ala Met Ala Ser Thr Ser Leu Ser Glu Ala Pro 
435 440 445 

Pro Phe Phe Met Ala Ser Ser He Phe Ser Leu Thr Asp Gin Gly Thr 
450 455 460 

Thr Asp Thr Met Ala Thr Asp Gin Thr Met Leu Val Pro Gly Leu Thr 
465 470 475 480 

He Pro Thr Ser Asp Tyr Ser Ala He Ser Gin Leu Ala Leu Gly He 
485 490 495 

Ser His Pro Pro Ala Ser Ser Asp Asp Ser Arg Ser Ser Ala Gly Gly 
500 505 510 

Glu Asp Met Val Arg His Leu Asp Glu Met Asp Leu Ser Asp Thr Pro 
515 520 525 



Ala Pro Ser Glu Val Pro Glu Leu Ser Glu Tyr Val Ser Val Pro Asp 
530 535 540 



His Phe Leu Glu Asp Thr Thr Pro Val Ser Ala Leu Gin Tyr He Thr 
545 550 555 560 



Thr Ser Ser Met Thr He Ala Pro Lys Gly Arg Glu Leu Val Val Phe 
565 570 575 

Phe Ser Leu Arg Val Ala Asn Met Ala Phe Ser Asn Asp Leu Phe Asn 
580 585 590 

Lys Ser Ser Leu Glu Tyr Arg Ala Leu Glu Gin Gin Phe Thr Gin Leu 
595 600 605 

Leu Val Pro Tyr Leu Arg Ser Asn Leu Thr Gly Phe Lys Gin Leu Glu 
610 615 620 

He Leu Asn Phe Arg Asn Gly Ser Val He Val Asn Ser Lys Met Lys 
625 630 635 640 

Phe Ala Lys Ser Val Pro Tyr Asn Leu Thr Lys Ala Val His Gly Val 
645 650 655 

Leu Glu Asp Phe Arg Ser Ala Ala Ala Gin Gin Leu His Leu Glu He 
660 665 670 

Asp Ser Tyr Ser Leu Asn He Glu Pro Ala Asp Gin Ala Asp Pro Cys 
675 680 685 

Lys Phe Leu Ala Cys Gly Glu Phe Ala Gin Cys Val Lys Asn Glu Arg 
690 695 700 

Thr Glu Glu Ala Glu Cys Arg Cys Lys Pro Gly Tyr Asp Ser Gin Gly 
705 710 715 720 

Ser Leu Asp Gly Leu Glu Pro Gly Leu Cys Gly Leu Ala Gin Arg Asn 
725 730 735 

Ala Arg Ser Ser Arg Glu Arg Glu Leu His Ala Val Pro Asp His Ser 
740 745 750 

Glu Asn Gin Ala Tyr Lys Thr Ser Val Lys Ser Ser Lys He Asn Lys 
755 760 765 

He Thr Arg 
770 



<210> 29 

<211> 20 

<212> PRT 

<213> Rattus sp. 

<220> 

<223> Rat IPM 200 N- terminal amino acid sequence 
<400> 29 

Ser He Leu Phe Pro Asn Gly Val Arg He Cys Pro Ser Asp Thr Val 
1 5 10 15 

Ala Glu Ala Val 
20 




<210> 30 

<211> 10 

<212> PRT 

<213> Pig species 

<220> 

<221> UNSURE 

<222> (1) . . (10) 

<223> Xaa is any amino acid. 

<400> 30 

Xaa Val Leu Phe Pro Asn Gly Val 
l 5 



<210> 31 

<211> 20 

<212> PRT 

<213> Pig species 

<220> 

<221> MOD_RES 

<222> (1) . . (20) 

<223> Xaa is any amino acid 

<400> 31 

Xaa Val Phe Phe Pro Thr Gly Val 
1 5 

Lys Gin lie Leu 
20 



<210> 32 
<211> 6 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
peptide 

<400> 32 

Gly Arg Gly Asp Ser Pro 
1 5 



<210> 33 
<211> 6 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
RGD-containing peptide 



Lys lie 
10 



Lys Val Xaa Pro Gin Glu Ser Met 
10 15 



Sequence: RGD-containing 



Sequence : 



<400> 33 

Gly Arg Gly Asp Thr Pro 
1 5 




<210> 34 
<211> 6 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MOD_RES 
<222> (2) 

<223> Xaa is d-Arginine 
<400> 34 

Gly Xaa Gly Asp Ser Pro 
1 5 



<210> 35 
<211> 6 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: RGD-containing 
peptide 

<220> 

<221> MOD_RES 
<222> (1) 
<223> MeGly 

<400> 35 

Gly Arg Gly Asp Ser Pro 
1 5 



<210> 36 
<211> 10 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: RGD-containing 
peptide 

<400> 36 

Gly Arg Gly Asp Ser Pro Ala Ser Ser Lys 
15 10 



<210> 37 
<211> 10 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Inhibitor 
<220> 

<221> MOD_RES 
<222> (2) 



<223> Xaa is penc ill amine 
<400> 37 

Gly Xaa Gly Arg Gly Asp Ser Pro Cys Ala 
1 5 10 



44 



